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34867994.m  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
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17535165.w  -----------------------------------MRLYNSRILNPHQSIFILVLQCLITIVTSHQEVLFDLSKVGSDLKW-----------------------------------------------------------------------------------DQVS-----------LRHDRDDV------------- 
17535163.w  -----------------------------------MRLYNSRILNPHQSIFILVLQCLITIVTSHQEVLFDLSKVGSDLKW-----------------------------------------------------------------------------------DQVS-----------LRHDRDDV------------- 
31203311.i  ----------------------------------------------RDHLFVFFSLSFILLAVVLLDTTKEATLEWTRYPY-----------------------------------------------------------------------------------GPQA-----------QTPG----------------- 
32484983.m  ------------------------------------------MELR-AVGFCLALLWGCALAAAAAQ-GKEVVLLDFAAMK-----------------------------------------------------------------------------------GELG----------WLTHP----------------- 
34872522.m  ------------------------------------------MKLR-AAGFCLALLWGCALAAAAAQ-GKEAFVNSCSAWD-----------------------------------------------------------------------------------GAEKRVHIAGGCGKFLSKPRTPQ------------- 
EphA2.h     ------------------------------------------MELQ-AARACFALLWGCALAAAAAAQGKEVVLLDFAAAG-----------------------------------------------------------------------------------GELG----------WLTHP----------------- 
34855604.m  ------------------------------------------MERRWPLGLALLLLLLCAPLPPGAR-AEEVTLMDTSTAQ-----------------------------------------------------------------------------------GELG----------WLLDP----------------- 
31980651.m  ------------------------------------------MERRWPLGLALLLLLLCAPLPPGAR-AEEVTLMDTSTAQ-----------------------------------------------------------------------------------GELG----------WLLDP----------------- 
EphA1.h     ------------------------------------------MERRWPLGLG-LVLLLCAPLPPGAR-AKEVTLMDTSKAQ-----------------------------------------------------------------------------------GELG----------WLLDP----------------- 
38078900.m  ---------------------------------------------MAVRRLG------AALLLLPLLAAVEETLMDSTTAT-----------------------------------------------------------------------------------AELG----------WMVHPP---------------- 
EphB2.h     ---------------------------------------------MALRRLG------AALLLLPLLAAVEETLMDSTTAT-----------------------------------------------------------------------------------AELG----------WMVHPP---------------- 
34872119.m  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
1jpa_Eph    -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
27721289.m  ---------------------------------------------MALDCL-------LLFLLASAVAAMEETLMDTRTAT-----------------------------------------------------------------------------------AELG----------WTANPA---------------- 
40254274.m  ---------------------------------------------MALDCL-------LLFLLASAVAAMEETLMDTRTAT-----------------------------------------------------------------------------------AELG----------WTANPA---------------- 
EphB1.h     ---------------------------------------------MALDYL-------LLLLLASAVAAMEETLMDTRTAT-----------------------------------------------------------------------------------AELG----------WTANPA---------------- 
33859548.m  --------------------------------------------LLAPLLLP--------LLLPAGCWALEETLMDTKWVT-----------------------------------------------------------------------------------SELA----------WTSHPE---------------- 
EphB3.h     --------------------------------------------LLPPLLLL------PLLLLPAGCRALEETLMDTKWVT-----------------------------------------------------------------------------------SELA----------WTSHPE---------------- 
34869730.m  TWDSKEDKIHNAENIQPGEQKYEYKSDQWKPLNLEEKKRYDREFLLGFQFIF------ASMQKPEGLPHITDVVLDKANKTPLRSLDPSRLPGINCGPDFTPSFANLGRPTLSSRGPPRGGPGGELPRGPQAGLGPRRSQQGPRKETRKIISSVIMTEDIKLNKAEKA----------WKPSSKRTAADKDRGEEDADGS 
40538750.d  ---------------------------------------------MDYSLLL------YSLWVP-VILAVEETLMDSRWAT-----------------------------------------------------------------------------------TELA----------WTTYPE---------------- 
18858599.d  ---------------------------------------------MELFSRNVAAFWVILLEFLLGSVAEEEVLMNTKTET-----------------------------------------------------------------------------------SDLK----------WTTHSRSK-------------- 
18859329.d  ---------------------------------------------MDRVCWIMALSWFWMVSTGLVS-AEEEVLMNTKLET-----------------------------------------------------------------------------------SDLR----------WTIYPSGD-------------- 
31560596.m  ---------------------------------------------MELR---------ALLCWASLATALEETLLNTKLET-----------------------------------------------------------------------------------ADLK----------WVTYPQAE-------------- 
EphB4.h     ---------------------------------------------MELR---------VLLCWASLAAALEETLLNTKLET-----------------------------------------------------------------------------------ADLK----------WVTFPQVD-------------- 
31982461.m  -------------------------------------MATEGTTGSGSRVVAGMVCSLWLLVLGSSVLALEEVLLDTTGET-----------------------------------------------------------------------------------SEIG----------WLTYPP---------------- 
EphB6.h     -------------------------------------MATEGAAQLGNR-VAGMVCSLWVLLLVSSVLALEEVLLDTTGET-----------------------------------------------------------------------------------SEIG----------WLTYPP---------------- 
24308430.d  ----------------------------MALFRIYS--FLAPFH------------ILVLCQALRNYPDNEVTLLDSMSAP-----------------------------------------------------------------------------------GDLG----------WEAYPSEG-------------- 
24119222.d  ----------------------------MATLWIYPSLLFFLFP------------SLTPSQALRNYPENEVTLLDTMSAL-----------------------------------------------------------------------------------GDLG----------WEAYPAEG-------------- 
34328113.m  -----------------------------MAGIFYFILFSFLFG------------ICDAVTGSRVYPANEVTLLDSRSVQ-----------------------------------------------------------------------------------GELG----------WIASPLEGG------------- 
EphA4.h     -----------------------------MAGIFYFALFSCLFG------------ICDAVTGSRVYPANEVTLLDSRSVQ-----------------------------------------------------------------------------------GELG----------WIASPLEGG------------- 
34876933.m  -------------------------------------------------------------------MGRGGKSLQARPKG-----------------------------------------------------------------------------------EEAG----------FTGWCVGG-------------- 
6679663.m   ---------------------------MAPARARLSPALWVVT-------------AAAAAT-CVSAGRGEVNLLDTSTIH-----------------------------------------------------------------------------------GDWG----------WLTYPAHG-------------- 
34872126.m  -------------------------------------------------------------------MAGDLNLLDTSTIH-----------------------------------------------------------------------------------GDWG----------WLTYPAHG-------------- 
EphA8.h     ---------------------------MAPARGRLPPALWVVT-------------AAAAAATCVSAARGEVNLLDTSTIH-----------------------------------------------------------------------------------GDWG----------WLTYPAHG-------------- 
34328170.m  ----------------------------MVVQTRFPSWIILCY-----------IWLLGFAHTGEAQAAKEVLLLDSKAQQ-----------------------------------------------------------------------------------TELE----------WISSPPSG-------------- 
19705437.m  ----------------------------MVVQTRYPSWIILCY-----------IWLLGFAHTGEAQAAKEVLLLDSKAQQ-----------------------------------------------------------------------------------TELE----------WISSPPSG-------------- 
EphA7.h     ----------------------------MVFQTRYPSWIILCY-----------IWLLRFAHTGEAQAAKEVLLLDSKAQQ-----------------------------------------------------------------------------------TELE----------WISSPPNG-------------- 
6679659.m   ---------MRGSGPRGAGHRRTQGRGGGDDTPRVPASLAGCYSAPLKGPLWTCLLLCAALRTLLASPSNEVNLLDSRTVM-----------------------------------------------------------------------------------GDLG----------WIAFPKNG-------------- 
EphA5.h     ---------MRGSGPRGAGHRRPPS--GGGDTPITPASLAGCYSAPRRAPLWTCLLLCAALRTLLASPSNEVNLLDSRTVM-----------------------------------------------------------------------------------GDLG----------WIAFPKNG-------------- 
34876735.m  ---------MRGSGPRGAGRRRTQGRGGGGDTPRVPASLAGCYSAPLKGPLWTCLLLCAALRTLLASPSNEG-----------------------------------------------------------------------------------------------------------------R-------------- 
13928766.m  -----------------------------MDCHLSILILFGCC-------------VLSCSRELSPQPSNEVNLLDSKTIQ-----------------------------------------------------------------------------------GELG----------WISYPSHG-------------- 
34867401.m  -----------------------------MDCHLSILILLGCC-------------VLSCSRELSPQPSNEVNLLDSKTIQ-----------------------------------------------------------------------------------GELG----------WISYPSHG-------------- 
31982448.m  -----------------------------MDCHLSILVLLGCC-------------VLSCSGELSPQPSNEVNLLDSKTIQ-----------------------------------------------------------------------------------GELG----------WISYPSHG-------------- 
EphA3.h     -----------------------------MDCQLSILLLLSCS-------------VLDSFGELIPQPSNEVNLLDSKTIQ-----------------------------------------------------------------------------------GELG----------WISYPSHG-------------- 
20893175.m  ----------------------------MGGCEVREFLLQFGFFLP---------LLTAWTGDCSHVSN-QVVLLDTTTVM-----------------------------------------------------------------------------------GELG----------WKTYPLNG-------------- 
6679661.m   ----------------------------MGGCEVREFLLQFGFFLP---------LLTAWTGDCSHVSN-QVVLLDTTTVM-----------------------------------------------------------------------------------GELG----------WKTYPLNG-------------- 
EphA6.h     ----------------------------MGGCEVREFLLQFGFFLP---------LLTAWPGDCSHVSNNQVVLLDTTTVL-----------------------------------------------------------------------------------GELG----------WKTYPLNG-------------- 
34867994.m  ----------------------------------------------------------------------MNAGLDPVVII-----------------------------------------------------------------------------------SAAR----------TAKYDLG--------------- 
34871174.m  ------------------------------------MVGTAGAQ-------------------------------RSKAKT-----------------------------------------------------------------------------------APS--------------------------------- 
EphA10.h    ------------------------------------METCAGPHPLRLFLCRMQLCLALLLGPWRPGTAEEVILLDSKASQ-----------------------------------------------------------------------------------AELG----------WTALPSNG-------------- 
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17535165.w  ---WMEETWRNPAATDEKHANQRAYVTCNYDMI----NPSNWLFSHFIEV-KTARRIYIELLFNTRDCDAYLN-PKSCKETFSVYLKQFKTS--RPGSTKIEKERFSEDIDNWKNIGRLARSNSNMT------------------TETLGMEIDS---DTKTIRIAFEEQGICLSLLNVKIYYRICDEFTDQLVYFRPQV 
17535163.w  ---WMEETWRNPAATDEKHANQRAYVTCNYDMI----NPSNWLFSHFIEV-KTARRIYIELLFNTRDCDAYLN-PKSCKETFSVYLKQFKTS--RPGSTKIEKERFSEDIDNWKNIGRLARSNSNMT------------------TETLGMEIDS---DTKTIRIAFEEQGICLSLLNVKIYYRICDEFTDQLVYFRPQV 
31203311.i  ---WVEESFTN----FVKGINWRSYVVCDVAYN----NVNNWLWSPFIDR-GPANRLYIEIHFTIRDCSLFPGNALSCKETFSLLFYEFDAA--TREPPPWQPESYKLIGRIAAGEGRFNQ-NSDVD------------------INVEVKSIAV---TKKGVYFAFRDQGACISVLAVKVYYITCPAVTVNFAHFNETP 
32484983.m  ----YGKGWDLMQNIMDDMPIYMYSVCNVVSG-----DQDNWLRTNWVYR-EEAERIFIELKFTVRDCNSFPGGAS--SCKETFNLYYAESD--VDYGTNFQKRQFTKIDTIAPDEITVSSDFEARN------------------VKLNVEERMVGPLTRKGFYLAFQDIGACVALLSVRVYYKKCPEMLQSLARFPETI 
34872522.m  ---EHYVCWDLMQNIMNDMPIYMYSVCNVVSG-----DQDNWLRTNWVYR-EEAERIFIELKFTVRDCNSFPGGAS--SCKETFNLYYAESD--VDYGTNFQKRQFTKIDTIAPDEITVSSDFEARN------------------VKLNVEERMVGPLTRKGFYLAFQDIGACVALLSVRVYYKKCPEMLQSLARFPETI 
EphA2.h     ----YGKGWDLMQNIMNDMPIYMYSVCNVMSG-----DQDNWLRTNWVYR-GEAERNNFELNFTVRDCNSFPGGAS--SCKETFNLYYAESD--LDYGTNFQKRLFTKIDTIAPDEITVSSDFEARH------------------VKLNVEERSVGPLTRKGFYLAFQDIGACVALLSVRVYYKKCPELLQGLAHFPETI 
34855604.m  ----PETGWSEVQQMLNGTPLYMYQDCPIQEGG----DTDHWLRSNWIYRGEEASRVHVELQFTVRDCKSFPGGAGPLGCKETFNLFYMESD--QDVGIQLRRPLFQKVTTVAADQSFTIRDLASGS------------------VKLNVEHCSLGHLTRRGLYLAFHNPGSCVALVSVRVFYQRCAETVHGLAHFPHTL 
31980651.m  ----PETGWSEVQQMLNGTPLYMYQDCPIQEGG----DTDHWLRSNWIYRGEEASRIYVELQFTVRDCKSFPGGAGPLGCKETFNLFYMESD--QDVGIQLRRPLFQKVTTVAADQSFTIRDLASGS------------------VKLNVERCSLGHLTRRGLYLAFHNPGSCVALVSVRVFYQRCAETVHGLAHFPDTL 
EphA1.h     ----PKDGWSEQQQILNGTPLYMYQDCPMQGRR----DTDHWLRSNWIYRGEEASRVHVELQFTVRDCKSFPGGAGPLGCKETFNLLYMESD--QDVGIQLRRPLFQKVTTVAADQSFTIRDLASGS------------------VKLNVERCSLGRLTRRGLYLAFHNPGACVALVSVRVFYQRCPETLNGLAQFPDTL 
38078900.m  ------SGWEEVSGYDENMNTIRTYQVCNVFE----SSQNNWLRTKFIRR-RGAHRIHVEMKFSVRDCSSIPSVPGSCKETFNLYYYEADFDLATKTFPNWMENPWVKVDTIAADESFSQVDLGGRV------------------MKINTEVRSFGPVSRNGFYLAFQDYGGCMSLIAVRVFYRKCPRIIQNGAIFQETL 
EphB2.h     ------SGWEEVSGYDENMNTIRTYQVCNVFE----SSQNNWLRTKFIRR-RGAHRIHVEMKFSVRDCSSIPSVPGSCKETFNLYYYEADFDSATKTFPNWMENPWVKVDTIAADESFSQVDLGGRV------------------MKINTEVRSFGPVSRSGFYLAFQDYGGCMSLIAVRVFYRKCPRIIQNGAIFQETL 
34872119.m  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
1jpa_Eph    -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
27721289.m  ------SGWEEVSGYDENLNTIRTYQVCNVFE----PNQNNWLLTTFINR-RGAHRIYTEMRFTVRDCSSLPNVPGSCKETFNLYYYETDSVIATKKSAFWSEAPYLKVDTIAADESFSQVDFGGRL------------------MKVNTEVRSFGPLTRNGFYLAFQDYGACMSLLSVRVFFKKCPSIVQNFAVFPETM 
40254274.m  ------SGWEEVSGYDENLNTIRTYQVCNVFE----PNQNNWLLTTFINR-RGAHRIYTEMRFTVRDCSSLPNVPGSCKETFNLYYYETDSVIATKKSAFWSEAPYLKVDTIAADESFSQVDFGGRL------------------MKVNTEVRSFGPLTRNGFYLAFQDYGACMSLLSVRVFFIKCPSIVQNFAVFPETM 
EphB1.h     ------SGWEEVSGYDENLNTIRTYQVCNVFE----PNQNNWLLTTFINR-RGAHRIYTEMRFTVRDCSSLPNVPGSCKETFNLYYYETDSVIATKKSAFWSEAPYLKVDTIAADESFSQVDFGGRL------------------MKVNTEVRSFGPLTRNGFYLAFQDYGACMSLLSVRVFFKKCPSIVQNFAVFPETM 
33859548.m  ------SGWEEVSGYDEAMNPIRTYQVCNVRE----SSQNNWLRTGFIWR-REVQRVYVELKFTVRDCNSIPNIPGSCKETFNLFYYEADSDVASASSPFWMENPYVKVDTIAPDESFSRLDAG----------------------RVNTKVRSFGPLSKAGFYLAFQDQGACMSLISVRAFYKKCASTTAGFALFPETL 
EphB3.h     ------SGWEEVSGYDEAMNPIRTYQVCNVRE----SSQNNWLRTGFIWR-RDVQRVYVELKFTVRDCNSIPNIPGSCKETFNLFYYEADSDVASASSPFWMENPYVKVDTIAPDESFSRLDAG----------------------RVNTKVRSFGPLSKAGFYLAFQDQGACMSLISVRAFYKKCASTTAGFALFPETL 
34869730.m  KTQDLFRRWEEVSGYDEAMNPIRTYQVCNVRE----SSQNNWLRTGFIWR-REVQRVYVELKFTVRDCNSIPNIPGSCKETFNLFYYEADSDVASASSPFWMENPYVKVDTIAPDESFSRLDAG----------------------RVNTKVRSFGPLSKAGFYLAFQDQGACMSLISVRAFYKKCASTTAGFALFPETL 
40538750.d  ------SGWEEVSGYDDHLSPIRTYQVCNVLE----PNQNNWLRTDFIPR-RGVLRVYVELKFSVRDCGSIPNIPGSCKETFNLFYYESDGDMATASSPPWRENPYVKVDTIAPDESFSLLESG----------------------IVNTKVRSFGPLSKAGFYLAFQDLGACMSLISARVFFKKCSTSIANFAVFPETA 
18858599.d  ------PEWEEVSGLDEENNSVRTYQICQAD-----GSSSHCVRSKLIER-RGASQVYVELFFTMVECSSRNTHHRSCKETFNLYYYQSDTDDATATHPAWMENPYTKVDTVAADFLLRK--GGEK--------------------KVNVKTLRLGPLSKRGFYLAFQAQGACMALLSVRVFFKKCPALTRSLSVFPETV 
18859329.d  ------PEWEEMSGLDEEGNSVRTFQVCPMD-----SSVSHWLRTRFIPR-HGASQVYVEIRFTMMECSAMPASFRTCKETFNLYYYQSDEDTASATHPAWMENPYSKVDTVAADFLLRR--GGER--------------------KSNVKTVRVGPLSLFGFYLAFQTQGACMALLSVRVFFKKCPAVSRAFSSFPETL 
31560596.m  ------GQWEELSGLDEEQHSVRTYEVCDMKRP---GGQAHWLRTGWVPR-RGAVHVYATIRFTMMECLSLPRASRSCKETFTVFYYESERDTATAHTPAWMENPYIKVDTVAAEHLTRKRPGAEAT------------------GKVNIKTLRLGPLSKAGFYLAFQDQGACMALLSLHLFYKKCSWLITNLTYFPETV 
EphB4.h     ------GQWEELSGLDEEQHSVRTYEVCEVQRA---PGQAHWLRTGWVPR-RGAVHVYATLRFTMLECLSLPRAGRSCKETFTVFYYESDADTATALTPAWMENPYIKVDTVAAEHLTRKRPGAEAT------------------GKVNVKTLRLGPLSKAGFYLAFQDQGACMALLSLHLFYKKCAQLTVNLTRFPETV 
31982461.m  ------GGWDEVSVLDDQRRLTRTFEACHVAGLPPGSGQDNWLQTHFVER-RGAQRAHIRLHFSVRACSSLGVSGGTCRETFTLYYRQADEPDGPDSIAAWHLKRWTKVDTIAADESFPASSSSSS------WAVGPHRTGQRVGLQLNVKERSFGPLTQRGFYVAFQDTGACLALVAVKLFSYTCPSVLRAFASFPETQ 
EphB6.h     ------GGWDEVSVLDDQRRLTRTFEACHVAGAPPGTGQDNWLQTHFVER-RGAQRAHIRLHFSVRACSSLGVSGGTCRETFTLYYRQAEEPDSPDSVSSWHLKRWTKVDTIAADESFPSSSSSSSSSSSAAWAVGPHGAGQRAGLQLNVKERSFGPLTQRGFYVAFQDTGACLALVAVRLFSYTCPAVLRSFASFPETQ 
24308430.d  --------WEEISVMDERNIPMRTYQVCNVMEA----NQNNWLRTGLIQR-EGAQRVYVEIKFTLRDCNSLPGVPGTCKETFNVYYHESNNAV-AAPLRHIRESQYIKIDTIAADESFTQTDVGDRV------------------MKLNTEVRDISGLSKRGLYLAFQDLGACIALVSVRVFYKRCPLAVLNLARFPDTV 
24119222.d  --------WEEISVMDERNTPMRSYQVCNVMEA----SQNNWFRTRHIAR-EGAQRVYIEIKFTLRDCNSLPGVPGTCKETFNMYYYESNN----PNLWFIKESQYIKIDTIAADESFTQTDVGDRV------------------MRLNTEIRDINNLSKKGFYLAFQDVGACIALVSLRVFYKKCPLAVLNLAQFPDTV 
34328113.m  --------WEEVSIMDEKNTPIRTYQVCNVMEA----SQNNWLRTDWITR-EGAQRVYIEIKFTLRDCNSLPGVMGTCKETFNLYYYESDN----DKERFIRESQFGKIDTIAADESFTQVDIGDRI------------------MKLNTEIRDVGPLSKKGFYLAFQDVGACIALVSVRVFYKKCPLTVRNLAQFPDTI 
EphA4.h     --------WEEVSIMDEKNTPIRTYQVCNVMEP----SQNNWLRTDWITR-EGAQRVYIEIKFTLRDCNSLPGVMGTCKETFNLYYYESDN----DKERFIRENQFVKIDTIAADESFTQVDIGDRI------------------MKLNTEIRDVGPLSKKGFYLAFQDVGACIALVSVRVFYKKCPLTVRNLAQFPDTI 
34876933.m  -----------------------------------------CFRTDGAAL-CGCP-----------VCVVLP----------------------------------KRIQRVLAERSLH----GYRV------------------VGL---------------------------LHVELVRYATGPSSTPVLVVLTHSE 
6679663.m   --------WDSINEVDESFRPIHTYQVCNVMSP----NQNNWLRTNWVPR-DGARRVYAEIKFTLRDCNSIPGVLGTCKETFNLHYLESDR----DLGASTQESQFLKIDTIAADESFTGADLGVRR------------------LKLNTEVRGVGPLSKRGFYLAFQDIGACLAILSLRIYYKKCPAMVRNLAAFSEAV 
34872126.m  --------WDSINEVDESFRPIHTYQVCNVMSP----NQNNWLRTSWVPR-DGARRVYAEIKFTLRDCNSIPGVLGTCKETFNLHYLESDR----DLGASTQESQFLKIDTIAADESFTGADLGVRR------------------LKLNTEVRGVGPLSKRGFYLAFQDIGACLAILSLRIYYKKCPAMVRNLAAFSEAV 
EphA8.h     --------WDSINEVDESFQPIHTYQVCNVMSP----NQNNWLRTSWVPR-DGARRVYAEIKFTLRDCNSMPGVLGTCKETFNLYYLESDR----DLGASTQESQFLKIDTIAADESFTGADLGVRR------------------LKLNTEVRSVGPLSKRGFYLAFQDIGACLAILSLRIYYKKCPAMVRNLAAFSEAV 
34328170.m  --------WEEISGLDENYTPIRTYQVCQVMEP----NQNNWLRTNWISK-GNAQRIFVELKFTLRDCNSLPGVLGTCKETFNLYYYETDY----DTGRNIRENLYVKIDTIAADESFTQGDLGERK------------------MKLNTEVREIGPLSKKGFYLAFQDVGACIALVSVKVYYKKCWTIVENLAVFPDTV 
19705437.m  --------WEEISGLDENYTPIRTYQVCQVMEP----NQNNWLRTNWISK-GNAQRIFVELKFTLRDCNSLPGVLGTCKETFNLYYYETDY----DTGRNIRENLYVKIDTIAADESFTQGDLGERK------------------MKLNTEVREIGPLSKKGFYLAFQDVGACIALVSVKVYYKKCWSIIENLAVFPDTV 
EphA7.h     --------WEEISGLDENYTPIRTYQVCQVMEP----NQNNWLRTNWISK-GNAQRIFVELKFTLRDCNSLPGVLGTCKETFNLYYYETDY----DTGRNIRENLYVKIDTIAADESFTQGDLGERK------------------MKLNTEVREIGPLSKKGFYLAFQDVGACIALVSVKVYYKKCWSIIENLAIFPDTV 
6679659.m   --------WEEIGEVDENYAPIHTYQVCKVMEQ----NQNNWLLTSWISN-EGASRIFIELKFTLRDCNSLPGGLGTCKETFNMYYFESDD----ENGRSIKENQYIKIDTIAADESFTELDLGDRV------------------MKLNTEVRDVGPLSKKGFYLAFQDVGACIALVSVRVYYKKCPSVVRHLAIFPDTI 
EphA5.h     --------WEEIGEVDENYAPIHTYQVCKVMEQ----NQNNWLLTSWISN-EGASRIFIELKFTLRDCNSLPGGLGTCKETFNMYYFESDD----QNGRNIKENQYIKIDTIAADESFTELDLGDRV------------------MKLNTEVRDVGPLSKKGFYLAFQDVGACIALVSVRVYYKKCPSVVRHLAVFPDTI 
34876735.m  --------WEEIGEVDENYAPIHTYQVCKVMEQ----NQNNWLLTSWISN-EGASRIFIELKFTLRDCNSLPGGLGTCKETFNMYYFESDD----ENGRNIKENQYIKIDTIAADESFTELDLGDRV------------------MKLNTEVRDVGPLSKKGFYLAFQDVGACIALVSVRVYYKKCPSVVRHLAVFPDTI 
13928766.m  --------WEEISGVDEHYTPIRTYQVCNVMDH----SQNNWLRTNWVPR-NSAQKIYVELKFTLRDCNSIPLVLGTCKETFNLYYMESDD----DHGVKFLEHQFTKIDTIAADESFTQMDLGDRI------------------LKLNTEIREVGPVNKKGFYLAFQDVGACVALVSVRVYFKKCPFTVKNLAMFPDTV 
34867401.m  --------WEEISGVDEHYTPIRTYQVCNVMDH----SQNNWLRTNWVPR-NSAQKIYVELKFTLRDCNSIPLVLGTCKETFNLYYMESDD----DHGVKFLEHQFTKIDTIAADESFTQMDLGDRI------------------LKLNTEIREVGPVNKKGFYLAFQDVGACVALVSVRVYFKKCPFTVKNLAMFPDTV 
31982448.m  --------WEEISGVDEHYTPIRTYQVCNVMDH----SQNNWLRTNWVPR-NSAQKIYVELKFTLRDCNSIPLVLGTCKETFNLYYMESDD----DHGVKFREHQFTKIDTIAADESFTQMDLGDRI------------------LKLNTEIREVGPVNKKGFYLAFQDVGACVALVSVRVYFKKCPFTVKNLAMFPDTV 
EphA3.h     --------WEEISGVDEHYTPIRTYQVCNVMDH----SQNNWLRTNWVPR-NSAQKIYVELKFTLRDCNSIPLVLGTCKETFNLYYMESDD----DHGVKFREHQFTKIDTIAADESFTQMDLGDRI------------------LKLNTEIREVGPVNKKGFYLAFQDVGACVALVSVRVYFKKCPFTVKNLAMFPDTV 
20893175.m  --------WDAITEMDEHNRPIHTYQVCNVMEP----NQNNWLRTNWISR-DAAQKIYVEMKFTLRDCNSIPWVLGTCKETFNLYYIESDE----SHGTKFKPSQYIKIDTIAADESFTQMDLGDRI------------------LKLNTEIREVGPIERKGFYLAFQDIGACIALVSVRVFYKKCPFTVRNLAMFPDTI 
6679661.m   --------WDAITEMDEHNRPIHTYQVCNVMEP----NQNNWLRTNWISR-DAAQKIYVEMKFTLRDCNSIPWVLGTCKETFNLYYIESDE----SHGTKFKPSQYIKIDTIAADESFTQMDLGDRI------------------LKLNTEIREVGPIERKGFYLAFQDIGACIALVSVRVFYKKCPFTVRSLAMFPDTI 
EphA6.h     --------WDAITEMDEHNRPIHTYQVCNVMEP----NQNNWLRTNWISR-DAAQKIYVEMKFTLRDCNSIPWVLGTCKETFNLFYMESDE----SHGIKFKPNQYTKIDTIAADESFTQMDLGDRI------------------LKLNTEIREVGPIERKGFYLAFQDIGACIALVSVRVFYKKCPFTVRNLAMFPDTI 
34867994.m  ----------------------HILTARCGQNP---------------TR-QASVGTGIPYSVPSWSCQMI------------------------------------------------------------------------------------------------------------------CDSSLKAVCLAAQSI 
34871174.m  ------------------------FQVL-VLTT----HR---------ST-G-----VVELQFVLKER------------------------------------------------------------------------------------------------------------------------------------ 
EphA10.h    --------WEEISGVDEHDRPIRTYQVCNVLEP----NQDNWLQTGWISR-GRGQRIFVELQFTLRDCSSIPGAAGTCKETFNVYYLETEADL-GRGRPRLGGSRPRKIDTIAADESFTQGDLGERK------------------MKLNTEVREIGPLSRRGFHLAFQDVGACVALVSVRVYYKQCRATVRGLATFPATA 
 

     . .  Ephrin ligand binding domain                                   �� �� | 
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17535165.w  TG--PKETDMVRMNGSCIPNASKKIPGVD-------LIGLCMSTGSGI-KTSGECVCDSGYSQIADSNGARCESCPTNTYKPKGQSLCKSCPSNSISSEAAS-SCRCLNGYFRAEDELISMPCTQ-PPSRPIKLVANAITA-TSTRLSWNEPS-------SLGGRPEIWYEVKCSGRG---------------ECGTVVM 
17535163.w  TG--PKETDMVRMNGSCIPNASKKIPGVD-------LIGLCMSTGSGI-KTSGECVCDSGYSQIADSNGARCESCPTNTYKPKGQSLCKSCPSNSISSEAAS-SCRCLNGYFRAEDELISMPCTQ-PPSRPIKLVANAITA-TSTRLSWNEPS-------SLGGRPEIWYEVKCSGRG---------------ECGTVVM 
31203311.i  TG--REVTIIEQQMGVCVENAEAYET----------PTYLCKGDGKWT-ILTGGCRCKVGYEPDAEK--QTCNVCPVGKFRSAEVRTCTICPLNSKTNKVGSPYCPCLSGHYRHPRDGKHMPCYK-PPGPPTNLTLLFIDQ-TSAILSWNAPQRAADEQLDSKFRSDIVFRVRCAACT---------------SN--VVF 
32484983.m  AVAVSDTQPLATVAGTCVDHAVVPYGGEG-------PLMHCTVDGEWL-VPIGQCLCQEGYEK--VEDACRACSPGFFKSEAS-ESPCLECPEHTLPSTEGATSCQCEEGYFRAPEDPLSMSCTR-PPSAPNYLTAIGMG--AKVELRWTAPK-------DTGGRQDIVYSVTCEQCW-------PESGECGPCEASVRY 
34872522.m  AVAVSDAQPLATVAGTCVDHAVVPYGGEG-------PLMHCTVDGEWL-VPIGQCLCQEGYEK--VEDAC----QGFFKSEAS-ESPCLQCPEHTLPSTEGATSCQCEEGYFRAPEDPLSMPCTR-PPSAPHYLTAIGMG--AKVELRWTAPQ-------DTGGRKDIVYSVTCEQCW-------PESGECGSCEASVQY 
EphA2.h     AG--SDAPSLATVAGTCVDHAVVPPGGEE-------PRMHCAVDGEWL-VPIGQCLCQAGYEK--VEDACQACSPGFFKFEAS-ESPCLECPEHTLPSPEGATSCECEEGFFRAPQDPASMPCTR-PPSAPHYLTAVGMG--AKVELRWTPPQ-------DSGGREDIVYSVTCEQCW-------PESGECGPCEASVRY 
34855604.m  PG----PTGLVEVAGTCLSHAQISLGSSGT------PRMHCSPDGEWL-VPVGQCQCEPGYEESGGSVGCTACPTGFYRMDMN-TLHCLKCPQHSVAESEGSTICTCENGHYRAPGEGPQVACTR-PPSAPQNLSFSASG--TQLSLRWEPPR-------DTGGRQDIRYSVECLQCRGIA----QDGGPCQPCGKGVHF 
31980651.m  PG----PGGLVEVAGTCLSHAQISLGSSGT------PRMHCSPDGEWL-VPVGQCQCEPGYEESSGNVGCTACPTGFYRVDMN-TLRCLKCPQHSIAESEGSTICTCENGHYRAPGEGPQVACTR-PPSAPQNLSFSTSG--TQLSLRWEPPR-------DTGGRHDIRYSVECLQCRGIA----QDGGPCQPCGKGVHF 
EphA1.h     PG----PAGLVEVAGTCLPHARASPRPSGA------PRMHCSPDGEWL-VPVGRCHCEPGYEEGGSGEACVACPSGSYRMDMD-TPHCLTCPQQSTAESEGATICTCESGHYRAPGEGPQVACTG-PPSAPRNLSFSASG--TQLSLRWEPPA-------DTGGRQDVRYSVRCSQCQGTA----QDGGPCQPCGVGVHF 
38078900.m  SG--AESTSLVAARGSCIANAEEVDV---------PIKLYCNGDGEWL-VPIGRCMCKAGFEAVENGTVCRGCPSGTFKANQG-DEACTHCPINSRTTSEGATNCVCRNGYYRADLDPLDMPCTT-IPSAPQAVISSVNE--TSLMLEWTPPR-------DSGGREDLVYNIICKSCGSG-------RGACTRCGDNVQY 
EphB2.h     SG--AESTSLVAARGSCIANAEEVDV---------PIKLYCNGDGEWL-VPIGRCMCKAGFEAVENGTVCRGCPSGTFKANQG-DEACTHCPINSRTTSEGATNCVCRNGYYRADLDPLDMPCTT-IPSAPQAVISSVNE--TSLMLEWTPPR-------DSGGREDLVYNIICKSCGSG-------RGACTRCGDNVQY 
34872119.m  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
1jpa_Eph    -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
27721289.m  TG--AESTSLVIARGTCIPNAEEVDV---------PIKLYCNGDGEWM-VPIGRCTCKAGYEP-ENSVACKACPAGTFKASQE-AEGCSHCPSNSRSPSEASPICTCRTGYYRADFDPPEVACTS-VPSGPRNVISIVNE--TSIILEWHPPR-------ETGGRDDVTYNIICKKCRAD-------RRSCSRCDDNVEF 
40254274.m  TG--AESTSLVIARGTCIPNAEEVDV---------PIKLYCNGDGEWM-VPIGRCTCKPGYEP-ENSVACKACPAGTFKASQE-AEGCSHCPSNSRSPSEASPICTCRTGYYRADFDPPEVACTS-VPSGPRNVISIVNE--TSIILEWHPPR-------ETGGRDDVTYNIICKKCRAD-------RRSCSRCDDNVEF 
EphB1.h     TG--AESTSLVIARGTCIPNAEEVDV---------PIKLYCNGDGEWM-VPIGRCTCKPGYEP-ENSVACKACPAGTFKASQE-AEGCSHCPSNSRSPAEASPICTCRTGYYRADFDPPEVACTS-VPSGPRNVISIVNE--TSIILEWHPPR-------ETGGRDDVTYNIICKKCRAD-------RRSCSRCDDNVEF 
33859548.m  TG--AEPTSLVIAPGTCIANAVEVSV---------PLKLYCNGDGEWM-VPVGACTCATGHEPAAKESQCRACPPGSYKAKQG-EGPCLPCPPNSRTTSPAASICTCHNNFYRADSDSADSACTT-VPSPPRGVISNVNE--TSLILEWSEPR-------DLGGRDDLLYNVICKKCRGSS--GAGGPATCSRCDDNVEF 
EphB3.h     TG--AEPTSLVIAPGTCIPNAVEVSV---------PLKLYCNGDGEWM-VPVGACTCATGHEPAAKESQCRPCPPGSYKAKQG-EGPCLPCPPNSRTTSPAASICTCHNNFYRADSDSADSACTT-VPSPPRGVISNVNE--TSLILEWSEPR-------DLGVRDDLLYNVICKKCHG-----AGGASACSRCDDNVEF 
34869730.m  TG--AEPTSLVIAPGTCIANAVEVSV---------PLKLYCNGDGEWM-VPVGACTCATGHEPAAKETQCRACPPGSYKAKQG-EGPCLPCPPNSRTTSPAASICTCHNNFYRADSDTADSACTT-VPSPPRGVISNVNE--TSLILEWSEPR-------DLGGRDDLLYNVICKKCRGSS--GAGGPATCSRCDDNVEF 
40538750.d  TG--AEATSLVIAAGACVPNAAEESV---------PLKLYCNGDGEWM-VPVGACTCMPGFEPAKKDTQCQACTPGTFKSKQG-EGSCMPCPSNSRASSRASSVCPCQSGYYRADSDLPDTACTT-VPSAPLNVISSVNE--TSVSLEWSEPR-------DSGGRGDVVYNVVCKKCLHD-------GGSCARCDDNVEV 
18858599.d  P-----RSLVQEAVGQCVANAAQPGPSP------RPPKMFCGEDGQWVDQPTTTCTCLPGFEASHGELECRACPVGLFKMGSG-TGPCSVCPENSQTGETGSAACVCRSGFYRALSDSADTPCTR-PPSSPRSPVPQVND--TSLTLEWSEPL-------DSGGRSDLSYSVECRMCSTP-------GSPCTLCSDGVNY 
18859329.d  P-----HSLVQQAEGVCVDNSAPTGQCT------APPTMFCGEDGQWVGPPSSTCACKPGYEPVDSD-RCRACGLGQYKASVG-GSLCRVCPDNSNTHSAGSSLCVCRPGYHRATSDLPDSACTK-PPSAPRSIIYQIND--TVVTLEWSEPL-------DRGGRSDLSYSVECMHCR---------GSLCVQCADSITY 
31560596.m  P-----RELVVPVAGSCVANAVPTAN--------PSPSLYCREDGQWAEQQVTGCSCAPGYEAAESNKVCRACGQGTFKPQIG-DESCLPCPANSHSNNIGSPVCLCRIGYYRARSDPRSSPCTT-PPSAPRSVVHHLNG--STLRLEWSAPL-------ESGGREDLTYAVRCRECR-P-------GGSCLPCGGDMTF 
EphB4.h     P-----RELVVPVAGSCVVDAVPAPG--------PSPSLYCREDGQWAEQPVTGCSCAPGFEAAEGNTKCRACAQGTFKPLSG-EGSCQPCPANSHSNTIGSAVCQCRVGDFRARTDPRGAPCTT-PPSAPRSVVSRLNG--SSLHLEWSAPL-------ESGGREDLTYALRCRECR-P-------GGSCAPCGGDLTF 
31982461.m  ASG-AGGASLVAAVGTCVAHAEPEEDGVGGQAGGSPPRLHCNGEGRWM-VAVGGCRCQPGHQPARGDKLCQACPEGSYKALAG-NVPCSPCPARSHSPDPAAPVCPCLQGFYRASSDPPEAPCTG-PPSAPRELWFEVQG--SALMLHWRLPQ-------ELGGRGDLLFNVVCKECGGHGEPSSGG--MCRRCRDEVHF 
EphB6.h     ASG-AGGASLVAAVGTCVAHAEPEEDGVGGQAGGSPPRLHCNGEGKWM-VAVGGCRCQPGYQPARGDKACQACPRGLYKSSAG-NAPCSPCPARSHAPNPAAPVCPCLEGFYRASSDPPEAPCTG-PPSAPQELWFEVQG--SALMLHWRLPR-------ELGGRGDLLFNVVCKECEGRQEPASGGGGTCHRCRDEVHF 
24308430.d  TG--GD-SALVEVRGTCVEDAEELE----------GPRMFCSADGGWL-VPIGRCVCRPGFEE--VDGHCQPCRSGFYKASAM-DAYCVKCPPHSYSHQDKASECVCERGFYRAESDPRSMACTR-PPSAPGNPISMVNE--TAVTLEWSPPR-------DSGGRGDVSYSVHCRKCSGETG----ASERCVPCGSGAHF 
24119222.d  TG--GD-SALVEVRGSCVNDSEEFE----------APRMYCSGDGGWL-VPIGRCVCKPGFEE--NKDYCQACRPGTYKASSM-DAYCSKCPPHSFSHQEKASECSCEKGFYRADMDPRSMACTR-PPSAPENPISTLND--TSVTLEWSPPR-------DSGGRGDVTYSIHCRKCAGDG-------RICSPCSNNVHF 
34328113.m  TG--ADTSSLVEVRGSCVNNSEEKD----------VPKMYCGADGEWL-VPIGNCLCNAGHEE--QNGECQACKIGYYKALST-DASCAKCPPHSYSVWEGATSCTCDRGFFRADNDAASMPCTR-PPSAPLNLISNVNE--TSVNLEWSSPQ-------NTGGRQDISYNVVCKKCGAGD------PSKCRPCGSGVHY 
EphA4.h     TG--ADTSSLVEVRGSCVNNSEEKD----------VPKMYCGADGEWL-VPIGNCLCNAGHEE--RSGECQACKIGYYKALST-DATCAKCPPHSYSVWEGATSCTCDRGFFRADNDAASMPCTR-PPSAPLNLISNVNE--TSVNLEWSSPQ-------NTGGRQDISYNVVCKKCGAGD------PSKCRPCGSGVHY 
34876933.m  NM--VHEASIAKITPGKLWVAHFLS----------RPQMLWNN------VIISVLICGLDNG--------AACKIGYYKALST-DATCAKCPPHSYSVWEGATSCTCDRGFFRADNDAASMPCTR-PPSAPLNLISNVNE--TSVNLEWSSPQ-------NTGGRQDISYNVVCKKCGAGD------PSKCRPCGSGVHY 
6679663.m   TG--ADSSSLVEVRGQCVRHSEERD----------TPKMYCSAEGEWL-VPIGKCVCSAGYEE--RRDACMACELGFYKSAPG-DQLCARCPPHSHSATPAAQTCRCDLSYYRAALDPPSAACTR-PPSAPVNLISSVNG--TSVTLEWAPPL-------DPGGRSDITYNAVCRRCPWAL-------SHCEACGSGTRF 
34872126.m  TG--ADSSSLVEVRGQCVRHSEERD----------TPKMYCSAEGEWL-VPIGKCVCSAGYEE--RRDACMACELGFYKSAPG-DQLCARCPPHSHSATPAAQTCRCDLSYYRAALDPPSAACTR-PPSAPVNLISSVNG--TSVTLEWAPPL-------DPGGRSDITYNAVCRRCPWAL-------SHCEACGSGTRF 
EphA8.h     TG--ADSSSLVEVRGQCVRHSEERD----------TPKMYCSAEGEWL-VPIGKCVCSAGYEE--RRDACVACELGFYKSAPG-DQLCARCPPHSHSAAPAAQACHCDLSYYRAALDPPSSACTR-PPSAPVNLISSVNG--TSVTLEWAPPL-------DPGGRSDITYNAVCRRCPWAL-------SRCEACGSGTRF 
34328170.m  TG--SEFSSLVEVRGTCVSSAEEEAEN--------SPRMHCSAEGEWL-VPIGKCICKAGYQQ--KGDTCEPCGRRFYKSSSQ-DLQCSRCPTHSFSDREGSSRCECEDGYYRAPSDPPYVACTR-PPSAPQNLIFNINQ--TTVSLEWSPPA-------DNGGRNDVTYRILCKRCSWEQ-------GECVPCGSNIGY 
19705437.m  TG--SEFSSLVEVRGTCVSSAEEEAEN--------SPRMHCSAEGEWL-VPIGKCICKAGYQQ--KGDTCEPCGRRFYKSSSQ-DLQCSRCPTHSFSDREGSSRCECEDGYYRAPSDPPYVACTR-PPSAPQNLIFNINQ--TTVSLEWSPPA-------DNGGRNDVTYRILCKRCSWEQ-------GECVPCGSNIGY 
EphA7.h     TG--SEFSSLVEVRGTCVSSAEEEAEN--------APRMHCSAEGEWL-VPIGKCICKAGYQQ--KGDTCEPCGRGFYKSSSQ-DLQCSRCPTHSFSDKEGSSRCECEDGYYRAPSDPPYVACTR-PPSAPQNLIFNINQ--TTVSLEWSPPA-------DNGGRNDVTYRILCKRCSWEQ-------GECVPCGSNIGY 
6679659.m   TG--ADSSQLLEVSGSCVNHSVTDD----------PPKMHCSAEGEWL-VPIGKCMCKAGYEE--KNGTCQ--------------------------------------------------------------------------------------------------------------------------------- 
EphA5.h     TG--ADSSQLLEVSGSCVNHSVTDE----------PPKMHCSAEGEWL-VPIGKCMCKAGYEE--KNGTCQVCRPGFFKASPH-IQSCGKCPPHSYTHEEASTSCVCEKDYFRRESDPPTMACTR-PPSAPRNAISNVNE--TSVFLEWIPPA-------DTGGRKDVSYYIACKKCNSHA-------GVCEECGGHVRY 
34876735.m  TG--ADSSQLLEVSGSCVNHSVTDD----------PPKMHCSAEGEWL-VPIGKCMCKAGYEE--KNGTCQVCRPGFFKASPH-SQTCSKCPPHSYTHEEASTSCVCEKDYFRRESDPPTMACTR-PPSAPRNAISNVNE--TSVFLEWIPPA-------DTGGRKDVSYYIACKKCNSHA-------GVCEECGGHVRY 
13928766.m  P---MDSQSLVEVRGSCVNNSKEED----------PPRMYCSTEGEWL-VPIGKCTCNAGYEE--RGFICQACRPGFYKALDG-VAKCTKCPPHSSTQEDGSMNCRCENNYFRAEKDPPSMACTR-PPSAPRNVISNINE--TSVILDWSWPL-------DTGGRKDITFNIICKKCGWNV-------RQCEPCSPNVRF 
34867401.m  P---MDSQSLVEVRGSCVNNSKEED----------PPRMYCSTEGEWL-VPIGKCTCNAGYEE--RGFICQACRPGFYKALDG-VAKCTKCPPHSSTQEDGSMNCRCENNYFRAEKDPPSMACTR-PPSAPRNVISNINE--TSVILDWSWPL-------DTGGRKDITFNIICKKCGWNV-------RQCEPCSPNVRF 
31982448.m  P---MDSQSLVEVRGSCVNNSKEED----------PPRMYCSTEGEWL-VPIGKCTCNAGYEE--RGFICQACRPGFYKASDG-AAKCAKCPPHSSTQEDGSMNCRCENNYFRAEKDPPSMACTR-PPSAPRNVISNINE--TSVILDWSWPL-------DTGGRKDITFNIICKKCGWNV-------RQCEPCSPNVRF 
EphA3.h     P---MDSQSLVEVRGSCVNNSKEED----------PPRMYCSTEGEWL-VPIGKCSCNAGYEE--RGFMCQACRPGFYKALDG-NMKCAKCPPHSSTQEDGSMNCRCENNYFRADKDPPSMACTR-PPSSPRNVISNINE--TSVILDWSWPL-------DTGGRKDVTFNIICKKCGWNI-------KQCEPCSPNVRF 
20893175.m  PR--VDSSSLVEVRGSCVKSAEERD----------TPKLYCGADGDWL-VPLGRCICSTGYEE--IEGSCHACRPGFYKAFAG-NTKCSKCPPHSSTYVEATSVCHCEKGYFRAEKDPPSMACTR-PPSAPRNVAFNINE--TALILEWSPPS-------DTGGRKDLTYSVICKKCGLD-------TTQCEDCGGGLRF 
6679661.m   PR--VDSSSLVEVRGSCVKSAEERD----------TPKLYCGADGDWL-VPLGRCICSTGYEE--IEGSCHACRPGFYKAFAG-NTKCSKCPPHSSTYVEATSVCHCEKGYFRAEKDPPSMACTR-PPSAPRNVAFNINE--TALILEWSPPS-------DTGGRKDLTYSVICKKCGLD-------TTQCEDCGGGLRF 
EphA6.h     PR--VDSSSLVEVRGSCVKSAEERD----------TPKLYCGADGDWL-VPLGRCICSTGYEE--IEGSCHACRPGFYKAFAG-NTKCSKCPPHSLTYMEATSVCQCEKGYFRAEKDPPSMACTR-PPSAPRNVVFNINE--TALILEWSPPS-------DTGGRKDLTYSVICKKCGLD-------TSQCEDCGGGLRF 
34867994.m  AM--GDSTIVVAGG-----MENMSK----------TPLLAHLRSGGNL-EALG------------------KLKPYFLTDGTG-----TVTPANTSGMNDGASFVVLMK---------------K-TKAESR----MLKP--LAQVVSWS-------------------------------------QADVEPSVMGVGP 
34871174.m  ---------------------------------------------------------------------------GFYKVSPR-RPLCSPCPEHSLALENASTFCVCQDTYARSPTDPPSASCTR-PPSAPRDLQYSLSRSPLALRLRWLPPE-------DSGGRSDVTYSLLCLRCGRDG-----PAGACQPCGPRVAF 
EphA10.h    AE--SAFSTLVEVAGTCVAHSEGEPGS--------PPRMHCGADGEWL-VPVGRCSCSAGFQE--RGDICEACPPGFYKVSPR-RRVCSPCPEHSRALENASTFCVCQDSYARSPTDPPSASCTRGPPSAPRDLQYSLSRSPLVLRLRWLPPA-------DSGGRSDVTYSLLCLRCGREG-----PAGACEPCGPRVAF 
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17535165.w  TPGDKKLSTRSVQINGLRPSSDYTFLVFAKNKVS-------------------AQFPEFSEKNAVIDIRTRSEEEDVP------------------------------------------------------------PVSHLRVDASQSDGITIAWSVSD--SDVSDFEVEVRPAIVKKR---TFETRHVNMTYTTFIG 
17535163.w  TPGDKKLSTRSVQINGLRPSSDYTFLVFAKNKVS-------------------AQFPEFSEKNAVIDIRTRSEEEDVP------------------------------------------------------------PVSHLRVDASQSDGITIAWSVSD--SDVSDFEVEVRPAIVKKR---TFETRHVNMTYTTFIG 
31203311.i  NPSSETFNDTKLTLTNLEPVTTYTVQVHSQHGVSYPIVAPDLGAGGGLHGGGAGGAAGLYENGSAVVAGGSGYHATEP------------------------------------------------------------PMVVMVNARAGGPGSSSDLDDIK--TEFAEITFTTESAILST----VFNVKVVQITNKEVDL 
32484983.m  SEPPHALTRTSVTVSDLEPHMNYTFAVEARNGVS----------------------GLVTSR-SFRTASVSINQTEPP------------------------------------------------------------K---VRLEDRSTTSLSVTWSIPV--SQQSR-VWKYEVTYRKKG---DANSYNVRRTEGFSVT 
34872522.m  SEPPQALTRTSVTVSDLEPHMNYTFTVEARNGVS----------------------DLVNSR-SFRTASVSINQTEPP------------------------------------------------------------K---VRLEDRSTTSLSVAWSIPV--PQQSR-VWKYEVTYRKKG---DANSYNVHRTDGFSVT 
EphA2.h     SEPPHGLTRTSVTVSDLEPHMNYTFTVEARNGVS----------------------GLVTSR-SFRTASVSINQTEPP------------------------------------------------------------K---VRLEGRSTTSLSVSWSIPP--PQQSR-VWKYEVTYRKKG---DSNSYNVRRTEGFSVT 
34855604.m  SPAASGLTASTVQVEGLEPYANYTFTIKSQNRVS----------------------GLDSSSPSSASLSINMGQAESL------------------------------------------------------------SGLSLKLVKKEPRQLELTWAGSR--LQNPGGNLSYELHVLNQD---EEWHQMVLEPR---VL 
31980651.m  SPAASGLTTSTVQVQGLEPYANYTFTVKSQNRVS----------------------GLDSSSPSSASLSINMGHAESL------------------------------------------------------------SGLSLKLVKKEPRQLELTWAGSR--PRNPGGNLSYELHVLNQD---EEWHQMVLEPR---VL 
EphA1.h     SPGARALTTPAVHVNGLEPYANYTFNVEAQNGVS----------------------GLGSSGHASTSVSISMGHAESL------------------------------------------------------------SGLSLRLVKKEPRQLELTWAGSR--PRSPGANLTYELHVLNQD---EERYQMVLEPR---VL 
38078900.m  APRQLGLTEPRIYISDLLAHTQYTFEIQAVNGVT----------------------DQSPFSPQFASVNITTNQAAPS------------------------------------------------------------AVSIMHQVSRTVDSITLSWSQP---DQPNGVILDYELQYYEKE--LSEYNATAIKSPTNTVT 
EphB2.h     APRQLGLTEPRIYISDLLAHTQYTFEIQAVNGVT----------------------DQSPFSPQFASVNITTNQAAPS------------------------------------------------------------AVSIMHQVSRTVDSITLSWSQP---DQPNGVILDYELQYYEKE--LSEYNATAIKSPTNTVT 
34872119.m  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
1jpa_Eph    -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
27721289.m  VPRQLGLTECRVSISSLWAHTPYTFDIQAINGVS----------------------SKSPFPPQHVSVNITTNQAAPS------------------------------------------------------------TVPIMHQVSATMRSITLSWPQP---EQPNGIILDYEIRYYEKE--HNEFNSSMARSQTNTAR 
40254274.m  VPRQLGLTECRVSISSLWAHTPYTFDIQAINGVS----------------------SKSPFPPQHVSVNITTNQAAPS------------------------------------------------------------TVPIMHQVSATMRSITLSWPQP---EQPNGIILDYEIRYYEKE--HNEFNSSMARSQTNTAR 
EphB1.h     VPRQLGLTECRVSISSLWAHTPYTFDIQAINGVS----------------------SKSPFPPQHVSVNITTNQAAPS------------------------------------------------------------TVPIMHQVSATMRSITLSWPQP---EQPNGIILDYEIRYYEKE--HNEFNSSMARSQTNTAR 
33859548.m  VPRQLGLTERRVHISHLLAHTRYTFEVQAVNGVS----------------------GKSPLPPRYAAVNITTNQAAPS------------------------------------------------------------EVPTLHLHSSSGSSLTLSWAPP---ERPNGVILDYEMKYFEK----SKGIASTVTSQKNSVQ 
EphB3.h     VPRQLGLSEPRVHTSHLLAHTRYTFEVQAVNGVS----------------------GKSPLPPRYAAVNITTNQAAPS------------------------------------------------------------EVPTLRLHSSSGSSLTLSWAPP---ERPNGVILDYEMKYFEK----SEGIASTVTSQMNSVQ 
34869730.m  EPRQLGLTERRVHISHLLAHTRYTFEVQAVNGVS----------------------GKSPLPPRYAAVNITTNQAAPS------------------------------------------------------------EVPTLHLHSSSGSSLTLSWAPP---ERPNGVILDYEMKYFEK----SKGIASTVTSQKNSVQ 
40538750.d  SPRRLGLAERQAAVRNLQAHTHYSFEIQAVNGVS----------------------PKSPSSPQYTTVNITTNQAAPS------------------------------------------------------------AVPTVHLMRATAGTLSLSWLPP---ERPNGVILDYEIKYQER----GESFSHTVTAQHTSAK 
18858599.d  RPSQTGIQGRRVSIWGLRPHTTYSFTVMALNGVS----------------------AQSQQGPAGETINITTSPNVPV------------------------------------------------------------LVSGLRKSTATESSLTLYWNTP---TQSHYRILQYQIRYCEKERGSEENSCHYMESNNNEVV 
18859329.d  RPGQMGVSGRRVIIRGLLPHTTYTFTVLAQNGVS----------------------AVSHTSPASSSVNITTSRDVAV------------------------------------------------------------PVSGIRRIKASESSVSISWTVP---PQTQHSIQDYQLRYSLK---GQDDGWQYVSSRSSSVV 
31560596.m  DPGPRDLVEPWVAIRGLRPDVTYTFEVAALNGVS----------------------TLATGPPPFEPVNVTTDREVPP------------------------------------------------------------AVSDIRVTRSSPSSLILSWAIP---RAPSGAVLDYEVKYHEKG-AEGPSSVRFLKTSENRAE 
EphB4.h     DPGPRDLVEPWVVVRGLRPDFTYTFEVTALNGVS----------------------SLATGPVPFEPVNVTTDREVPP------------------------------------------------------------AVSDIRVTRSSPSSLSLAWAVP---RAPSGAWLDYEVKYHEKG-AEGPSSVRFLKTSENRAE 
31982461.m  DPRQRGLTESRVLVGGLRAHVPYILEVQAVNGVS----------------------ELSPDPPQAAAINVSTSHEVPS------------------------------------------------------------AVPVMHQVSRAANSITVSWPQP---EQTNGNILDYQLRYYDQA--EDESYSFTMTSETNTAT 
EphB6.h     DPRQRGLTESRVLVGGLRAHVPYILEVQAVNGVS----------------------ELSPDPPQAAAINVSTSHEVPS------------------------------------------------------------AVPVVHQVSRASNSITVSWPQP---DQTNGNILDYQLRYYDQA--EDESHSFTLTSETNTAT 
24308430.d  NPRQFGLTHPRVLVTELQPHTNYTFSVEALNGVS----------------------DLSPSPRQLVSVNVTTSQTVS----------------------------------------------------------------VILKERKGTDSVTLAWQGP---EPVDGTVVEYEVTYYEKN--QQDQNYTVLKTKSNSMT 
24119222.d  VPRQFGLSIPKVLITDLLSNTNYTFSVEAVNGVS----------------------DLSPTPKQLVTVNITTSQTVN----------------------------------------------------------------VILKERKSKDSITLAWQGP---DRPNGVIVEYEVIYYEKN--QRDQNYTVLKTKGHMMT 
34328113.m  TPQQNGLKTTRVSITDLLAHTNYTFEIWAVNGVS----------------------KYNPSPDQSVSVTVTTNQAAPS------------------------------------------------------------SIALVQAKEVTRYSVALAWLEP---DRPNGVILEYEVKYYEKD--QNERSYRIVRTAARNTD 
EphA4.h     TPQQNGLKTTKVSITDLLAHTNYTFEIWAVNGVS----------------------KYNPNPDQSVSVTVTTNQAAPS------------------------------------------------------------SIALVQAKEVTRYSVALAWLEP---DRPNGVILEYEVKYYEKD--QNERSYRIVRTAARNTD 
34876933.m  TPQQNGLKTTRVSITDLLAHTNYTFEIWAVNGVS----------------------KYNPSPDQSVSVTVTTNQAAPS------------------------------------------------------------SIALVQAKEVTRYSVALAWLEP---DRPNGVILEYEVKYYEKD--QNERSYRIVRTAARNTD 
6679663.m   VPQQTSLAQASLLVANLLAHMNYSFWIEAVNGVS----------------------NLSPEPRSAAVVNITTNQAAPS------------------------------------------------------------QVVVIRQERAGQTSVSLLWQEP---EQPNGIILEYEIKYYEKD--KEMQSYSTLKAVTTRAT 
34872126.m  VPQQTSLAQASLLVANLLAHMNYSFWIEAVNGVS----------------------NLSPEPRNAAVVNITTNQAAPVSLE----------------------------------------------------QPAETAVVVIRQERAGQTSVSLLWQEP---EQPNGIILEYEIKYYEKD--KEMQSYSTLKAVTTRAT 
EphA8.h     VPQQTSLVQASLLVANLLAHMNYSFWIEAVNGVS----------------------DLSPEPRRAAVVNITTNQAAPS------------------------------------------------------------QVVVIRQERAGQTSVSLLWQEP---EQPNGIILEYEIKYYEKD--KEMQSYSTLKAVTTRAT 
34328170.m  MPQQTGLEDNYVTVMDLLAHANYTFEVEAVNGVS----------------------DLSRSQRLFAAVSITTGQAAPS------------------------------------------------------------QVSGVMKERVLQRSVQLSWQEP---EHPNGVITEYEIKYYEKD--QRERTYSTLKTKSTSAS 
19705437.m  MPQQTGLEDNYVTVMDLLAHANYTFEVEAVNGVS----------------------DLSRSQRLFAAVSITTGQAAPS------------------------------------------------------------QVSGVMKERVLQRSVELSWQEP---EHPNGVITEYEIKYYEKD--QRERTYSTLKTKSTSAS 
EphA7.h     MPQQTGLEDNYVTVMDLLAHANYTFEVEAVNGVS----------------------DLSRSQRLFAAVSITTGQAAPS------------------------------------------------------------QVSGVMKERVLQRSVELSWQEP---EHPNGVITEYEIKYYEKD--QRERTYSTVKTKSTSAS 
6679659.m   ---------------------------------------------------------------------------APS------------------------------------------------------------PVTNVKKGKIAKNSISLSWQEP---DRPNGIILEYEIKYFEK---DQETSYTIIKSKETSIT 
EphA5.h     LPRQSGLKNTSVMMVDLLAHTNYTFEIEAVNGVS----------------------DLSPGARQYVSVNVTTNQAAPS------------------------------------------------------------PVTNVKKGKIAKNSISLSWQEP---DRPNGIILEYEIKHFEK---DQETSYTIIKSKETTIT 
34876735.m  LPQQIGLKNTSVMMADLLAHTNYTFEIEAVNGVS----------------------DLSPGTRQYVSVNVTTNQAAPS------------------------------------------------------------PVTNVKKGKIAKNSISLSWQEP---DRPNGIILEYEIKYFEK---DQETSYTIIKSKETTIT 
13928766.m  LPRQLGLTNTTVTVTDLLAHTNYTFEIDAINGVS----------------------ELSSPPRQFAAVSITTNQAAPS------------------------------------------------------------PVMTIKKDRTSRNSISLSWQEP---EHPNGIILDYEVKYYEKQ--EQETSYTILRARGTNVT 
34867401.m  LPRQLGLTNTTVTVTDLLAHTNYTFEIDAINGVS----------------------ELSSPPRQFAAVSITTNQAAPS------------------------------------------------------------PVMTIKKDRTSRNSISLSWQEP---EHPNGIILDYEVKYYEKQ--EQETSYTILRARGTNVT 
31982448.m  LPRQLGLTNTTVTVTDLLAHTNYTFEIDAVNGVS----------------------ELSSPPRQYAAVSITTNQAAPS------------------------------------------------------------PVMTIKKDRTSRNSISLSWQEP---EHPNGIILDYEVKYYEKQ--EQETSYTILRARGTNVT 
EphA3.h     LPRQFGLTNTTVTVTDLLAHTNYTFEIDAVNGVS----------------------ELSSPPRQFAAVSITTNQAAPS------------------------------------------------------------PVLTIKKDRTSRNSISLSWQEP---EHPNGIILDYEVKYYEKQ--EQETSYTILRARGTNVT 
20893175.m  IPRHTGLINNSVVVLDFVSHVNYTFEIEAMNGVS----------------------ELSISPKPFTAITVTTDHDAPS------------------------------------------------------------LIGMMRKDWASQNSLALSWQAP---AFSNGAILDYEIKYYEKE--HEQLTYSSTRSKAPSVI 
6679661.m   IPRHTGLINNSVVVLDFVSHVNYTFEIEAMNGVS----------------------ELSISPKPFTAITVTTDHDAPS------------------------------------------------------------LIGMMRKDWASQNSLALSWQAP---AFSNGAILDYETKYYEKE--HEQLTYSSTRSKAPSVI 
EphA6.h     IPRHTGLINNSVIVLDFVSHVNYTFEIEAMNGVS----------------------ELSFSPKPFTAITVTTDQDAPS------------------------------------------------------------LIGVVRKDWASQNSIALSWQAP---AFSNGAILDYEIKYYEKE--HEQLTYSSTRSKAPSVI 
34867994.m  IP----------VLKQAVAKAGWSLEDVDMFEIN----------------------EA------FAAVSAAIAKELG----------------------------------------------------------------------LNPEKVNIDGGAI---ALG------------------HPLGASGFR-----IL 
34871174.m  VPRQAGLRERAATLLHLRPGARYTVRVAALNGVSG---------------------PAAAAGATYAQVTVSTGPGGKAARPIGDRPRLPAAVPRKHPKEFRNPRGCTPTPTPTPDPDGASGGQCVQESILLCLLSAPWEEDEIRRDRVEPQSVSLSWREPVPAGASGTNRTEYEIRYYEKG--QSEQTYSTVKTGAPAVT 
EphA10.h    LPRQAGLRERAATLLHLRPGARYTVRVAVLNGVSG---------------------PAAAL-VPVGAVSINPGTVG---------------------------------PVPVAG---------------------------VIRDRVEPQSVSLSWREPIPAGAPGANDTEYEIRYYEKV--QSEQTYSMVKTGAPTVT 
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17535165.w  LNPETVYQFRVRIRDDLRWSQ---PISYQLGRGLMSSPSSNE------VEESQFLNQTGSALLIIIALILIVIAVALCMIVVQK-----------------------------KSKNRKQMSDLDVLDTYKQDSMTPDYHTTSRHHHHQGNLPATLHEQLRSTTKLNAPLIPSFGS---PISQPPPYYGGVHPNS----- 
17535163.w  LNPETVYQFRVRIRDDLRWSQ---PISYQLGRGLMSSPSSNE------VEESQFLNQTGSALLIIIALILIVIAVALCMIVVQK-----------------------------KSKNRKQMSDLDVLDTYKQDSMTPDYHTTSRHHHHQGNLPATLHEQLRSTTKLNAPLIPSFGS---PISQPPPYYGGVHPNS----- 
31203311.i  VWDKPIHSDSPIEYYEVRWFP---KSEVDAMNKSVLSTKESK------VHIGDLLENT-EYGFQVRCKTLNGWGTFSNIVYAQT-----------------------------HQSVSPVYDDSFQMRIVAGTTVTVVFILVLVIVITVVFLRSKNHDEIDKKTNNHLPLPMDYASNEVHAMDTTPIVKTMKSNVTTPLF 
32484983.m  LDDLAPDTTYLVQVQALTQEG---QGAGSKVHEFQTLSTEGS------ANMAVIGGVAVGVVLLLVLAG---VGLFIHRRRRNL-----------------------------RARQSSED-------VRFSKSEQ---------------------------------------------------------------L 
34872522.m  LDGLAPGTTYLVQVQALTQEG---QGAGSKVHEFQTLSTEGS------ATMAVIGGVAVGVVLLLVLAG---IGFFIHRRRRNL-----------------------------RARQSSED-------VYFSKSEQ---------------------------------------------------------------L 
EphA2.h     LDDLAPDTTYLVQVQALTQEG---QGAGSKVHEFQTLSPEGS------GNLAVIGGVAVGVVLLLVLAG---VGFFIHRRRKNQ-----------------------------RARQSPED-------VYFSKSEQ---------------------------------------------------------------L 
34855604.m  LTKLQPDTTYIVRVRTLTPLG---PGPFSPDHEFRTSPP---------VSRSLTGGEIVAIIFGLLLGIALLIGIYVFRSRRGQ-----------------------------RQRQQRQR-------ERTTNVDRGEPGPYPSRALIPVLHWLS---------------------------------SLVLPPLPPEDK 
31980651.m  LTKLQPDTTYIVRVRTLTPLG---PGPFSPDHEFRTSPP---------VSRSLTGGEIVAVIFGLLLGIALLIGIYVFRSRRGQ-----------------------------RQRQQRQR-------ERTTNVDR-------------------------------------------------------------EDK 
EphA1.h     LTELQPDTTYIVRVRMLTPLG---PGPFSPDHEFRTSPP---------VSRGLTGGEIVAVIFGLLLGAALLLGILVFRSRRAQ-----------------------------RQRQQRHVTAPPMWIERTSCAEA------------------------------------------------------------LCGT 
38078900.m  VQGLKAGAIYVFQVRARTVAG---YGRYSGKMYFQTMTEAEY------QT-SIKEKLPLIVGSSAAGLVFLIAVVVIAIVCNR------------------------------RGFERADSEYTDKLQHYTS----------------------------------------------------------------GHMT 
EphB2.h     VQGLKAGAIYVFQVRARTVAG---YGRYSGKMYFQTMTEAEY------QT-SIQEKLPLIIGSSAAGLVFLIAVVVIAIVCNR------------------------------RGFERADSEYTDKLQHYTS----------------------------------------------------------------GHMT 
34872119.m  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
1jpa_Eph    ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GHMT 
27721289.m  IDGLRPGMVYVVQVRARTVAG---YGKFSGKMCFQTLTDDDY------KS-ELREQLPLIAGSAAAGVVFVVSLVAISIVCSR------------------------------KRAYSKEAVYSDKLQHYST----------------------------------------------------------------GRGS 
40254274.m  IDGLRPGMVYVVQVRARTVAG---YGKFSGKMCFQTLTDDDY------KS-ELREQLPLIAGSAAAGVVFVVSLVAISIVCSR------------------------------KRAYSKEAAYSDKLQHYST----------------------------------------------------------------GRGS 
EphB1.h     IDGLRPGMVYVVQVRARTVAG---YGKFSGKMCFQTLTDDDY------KS-ELREQLPLIAGSAAAGVVFVVSLVAISIVCSR------------------------------KRAYSKEAVYSDKLQHYST----------------------------------------------------------------GRGS 
33859548.m  LDGLQPDARYVVQVRARTVAG---YGQYSHPAEFETTSERGS------GAQQLQEQLPLIVGSTVAGFVFMVVVVVIALVCLR------------------------------KQRHGPDAEYTEKLQQY--------------------------------------------------------------------IA 
EphB3.h     LDGLRPDARYVVQVRARTVAG---YGQYSRPAEFETTSERGS------GAQQLQEQLPLIVGSATAGLVFVVAVVVIAIVCLR------------------------------KQRHGSDSEYTEKLQQY--------------------------------------------------------------------IA 
34869730.m  LDGLQPDARYVVQVRARTVAG---YGQYSRPAEFETTSERGS------GAQQLQEQLPLIVGSTVAGFVFMVVVVVIALVCLR------------------------------KQRQGPDAEYTEKLQQY--------------------------------------------------------------------VA 
40538750.d  VEGLKAGTVYSVQVRARTVAG---YGRYSNPVDFS-TSLYDD------PERSVQDLLPLIVGSASAGFVVILAMIVIAVVCLR------------------------------RQRTGSELEYTEKLQQY--------------------------------------------------------------------VS 
18858599.d  LSDLRRATQYEVQVRARTFAG---YGSFGKAILFRTLPDE---------DDSS-SPLLVTGILIAMGMLLLIIVIGAAIYCIR------------------------------KQNNYKDPELSDKNGQY-------------------------------------------------------------------LMG 
18859329.d  LNDLSRASQYQVQVRARTAAG---YGHFSSAVSISTLPDD---------EESP-SRLMLTGVLVAIGLLILIAVVIVAVFCFR------------------------------RSTRRRDPDP-DKSGQF-------------------------------------------------------------------LMG 
31560596.m  LRGLKRGASYLVQVRARSEAG---YGPFGQEHHSQTQLDE---------SESWREQLALIAGTAVVGVVLVLVVVIIAVLCLR------------------------------KQSNGREVEYSDKHGQY-------------------------------------------------------------------LIG 
EphB4.h     LRGLKRGASYLVQVRARSEAG---YGPFGQEHHSQTQLDE---------SEGWREQLALIAGTAVVGVVLVLVVIVVAVLCLR------------------------------KQSNGREAEYSDKHGQY-------------------------------------------------------------------LIG 
31982461.m  VTRLSPGHIYGFQVRARTAAG---HGPYGGKVYFQTLPQGE-------LSSQLPEKLSLVIG-SILGALAFLLLAAITVLAVI------------------------------FQRKRRGTGYTEQLQQYS------------------------------------------------------------------SPG 
EphB6.h     VTQLSPGHIYGFQVRARTAAG---HGPYGGKVYFQTLPQGE-------LSSQLPERLSLVIG-SILGALAFLLLAAITVLAVV------------------------------FQRKRRGTGYTEQLQQYS------------------------------------------------------------------SPG 
24308430.d  VDGLKPGTTYIFRVRARTDGG---YGNYKGEIELETSHED-------MLAVGDPNQQTILAISVAGGAVLLVLLVACFIVSG------------------------------RRCGYIKAKQDPEEEKMQFQHG--------------------------------------------------------------RVKL 
24119222.d  VEGLKPGTTYVFRVRARTDGG---YGNYGGEIELETSHED-------MLAIGGPNQSTILAVSIAGGIVLLTFLVACFVVSG------------------------------RHCGYIKAKQDPDEEKMQFQNG--------------------------------------------------------------RVKL 
34328113.m  IKGLNPLTSYVFHVRARTAAG---YGDFSEPLEVTTNTVP-------SRIIGDGANSTVLLVSVSGSVVLVVILIAAFVISR------------------------------RRSKYSKAKQEADEEKHLNQG------------------------------------------------------------------- 
EphA4.h     IKGLNPLTSYVFHVRARTAAG---YGDFSEPLEVTTNTVP-------SRIIGDGANSTVLLVSVSGSVVLVVILIAAFVISR------------------------------RRSKYSKAKQEADEEKHLNQG------------------------------------------------------------------- 
34876933.m  IKGLNPLTSYVFHVRARTAAG---YGDFSEPLEVTTNTVP-------SRIIGDGANSTVLLVSVSGSVVLVVILIAAFVISRRTLIDHSGPSDVSLGRESDWAAYVSRVPLRRRSKYSQAKQEADEEKHLNQG------------------------------------------------------------------- 
6679663.m   VSGLKPGTRYVFQVRARTSAG---CGRFSQAMEVETGKPR---------PRYDTRTIVWICLTLITGLVVLLLLLICKKR---------------------------------HCGYSKAFQDSDEEKMHYQNGQAPPPVFLPLNH-------------------------------------------------PPGKF 
34872126.m  VSGLKPGTRYMFQVRARTSAG---CGRFSQAMEVETGKPR---------PRYDTRTIVWICLTLITGLVVLLLLLICKKR---------------------------------HCGYSKAFQDSDEEKMHYQNGQAPPPVFLPLNH-------------------------------------------------PPGKL 
EphA8.h     VSGLKPGTRYVFQVRARTSAG---CGRFSQAMEVETGKPR---------PRYDTRTIVWICLTLITGLVVLLLLLICKKR---------------------------------HCGYSKAFQDSDEEKMHYQNGQAPPPVFLPLHH-------------------------------------------------PPGKL 
34328170.m  INNLKPGTVYVFQIRAVTAAG---YGNYSPRLDVATLEEASGKMFEATAVSSEQNPVIIIAVVAVAGTIILVFMVFGFIIGR------------------------------RHCGYSKADQEGDEE-LYF-----------------------------------------------------------------HFKF 
19705437.m  INNLKPGTVYVFQIRAFTAAG---YGNYSPRLDVATLEEASGKMFEATAVSSEQNPVIIIAVVAVAGTIILVFMVFGFIIGR------------------------------RHCGYSKADQEGDEE-LYF-----------------------------------------------------------------HFKF 
EphA7.h     INNLKPGTVYVFQIRAFTAAG---YGNYSPRLDVATLEEATGKMFEATAVSSEQNPVIIIAVVAVAGTIILVFMVFGFIIGR------------------------------RHCGYSKADQEGDEE-LYF-----------------------------------------------------------------HFKF 
6679659.m   AEGLKPASVYVFQIRARTAAG---YGVFSRRFEFETTPVS-------VAASNDQSQIPIIAVSVTVGVILLAVMIGFLLSGS---------CCDCGCGRASSLCAVAHPSLIWRCGYSKAKQDPEEEKMHFHNG--------------------------------------------------------------HIKL 
EphA5.h     AEGLKPASVYVFQIRARTAAG---YGVFSRRFEFETTPVF-------AASS-DQSQIPVIAVSVTVGVILLAVVIGVLLSGS---------CCECGCGRASSLCAVAHPILIWRCGYSKAKQDPEEEKMHFHNG--------------------------------------------------------------HIKL 
34876735.m  AEGLKPASVYVFQIRARTAAG---YGVFSRRFEFETTPVS-------VAASNDQSQIPIIAVSVTVGVILLAVMIGFLLSGSTWHYLPSPVAAICGCGRASSLCAVAHPSLIWRCGYSKAKQDPEEEKMHFHNG--------------------------------------------------------------HIKL 
13928766.m  ISSLKPDTTYVFQIRARTAAG---YGTNSRKFEFENSPDS-------FSISGENSHVVMIAISAAVAIIVLTVVT-YVLVGR-------------------------------FCGYHKSKHSSDEKRLHFGNG--------------------------------------------------------------HLRL 
34867401.m  ISSLKPDTTYVFQIRARTAAG---YGTNSRKFEFETSPDS-------FSISGENSHVVMIAISAAVAIIVLTVVT-YVLVGR-------------------------------FCGYHKSKHSSDEKRLHFGNG--------------------------------------------------------------HLRL 
31982448.m  ISSLKPDTTYVFQIRARTAAG---YGTNSRKFEFETSPDS-------FSISGENSHVVMIAISAAVAIIVLTVVT-YVLVGR-------------------------------FCGYHKSKHSAEEKRLHFGNG--------------------------------------------------------------HLKL 
EphA3.h     ISSLKPDTIYVFQIRARTAAG---YGTNSRKFEFETSPDS-------FSISGESSQVVMIAISAAVAIILLTVVI-YVLIGR-------------------------------FCGY-KSKHGADEKRLHFGNG--------------------------------------------------------------HLKL 
20893175.m  VTGLKPATTYIFHIRVRTATG---YSGYSQKFEFETGDET-------SDMAAEQGQILVIATAAVGGFTLLVILTLFFLITG------------------------------RCQWYIKAKMKSEEKRRTHLQN-------------------------------------------------------------GHLRF 
6679661.m   VTGLKPATTYIFHIRVRTATG---YSGYSQKFEFETGDET-------SDMAAEQGQILVIATAAVGGFTLLVILTLFFLITG------------------------------RCQWYIKAKMKSEEKRRTHLQN-------------------------------------------------------------GHLRF 
EphA6.h     ITGLKPATKYVFHIRVRTATG---YSGYSQKFEFETGDET-------SDMAAEQGQILVIATAAVGGFTLLVILTLFFLITG------------------------------RCQWYIKAKMKSEEKRRNHLQN-------------------------------------------------------------GHLRF 
34867994.m  LT--------LLHTLERVAS----------------------------DMAAEQGQILVIATAAVGGFTLLVILTLFFLITG------------------------------RCQWYIKAKMKSEEKRRTHLQN-------------------------------------------------------------SHLRF 
34871174.m  VTNLKPATRYVFQIRAASPGPSWEAQSFSPSIEVQTPGEVAP-------GSRDQSPAVVVTVVTISALLVLGSVMSVLAIWRR------------------------------PCD-GKGSGNAHDEEELYFH----------------------------------------------------------------FKV 
EphA10.h    VTNLKPATRYVFQIRAASPGPSWEAQSFNPSIEVQTLGEAAS-------GSRDQSPAIVVTVVTISALLVLGSVMSVLAIWRR------------------------------PCSYGKGGGDAHDEEELYFH----------------------------------------------------------------FKV 
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17535165.w  GKYKTYVDPTTYEDPYQALIEFTFDISPNDVFITQVIGGGEFGDVCLGGLSKNSPAAAKWSVSNTTMGRGGGGGGYESEPYETVAIKTLKSGSSAKAKAEFLTEATIMGQFSHPNVIRLIGVVTS--------------------------------------------------------------------------- 
17535163.w  GKYKTYVDPTTYEDPYQALIEFTFDISPNDVFITQVIGGGEFGDVCLGGLSKNSPAAAKWSVSNTTMGRGGGGGGYESEPYETVAIKTLKSGSSAKAKAEFLTEATIMGQFSHPNVIRLIGVVTS--------------------------------------------------------------------------- 
31203311.i  GTSRSYVDPHTYEDPNQAIREFAREIDASYITIEAIIGGGEFGDVCRGRLKVPP----------------------NFVQEIDVAIKTLKPGSSEKARCDFLTEASIMGQFEHPNVIFLQGVVTR--------------------------------------------------------------------------- 
32484983.m  KPLKTYVDPHTYEDPNQAVLKFTTEIHPSCVARQKVIGAGEFGEVYKGTLKASSG-----------------------KKEIPVAIKTLKAGYTEKQRVDFLSEASIMGQFSHHNIIRLEGVVSK--------------------------------------------------------------------------- 
34872522.m  KPLKTYVDPHTYEDPNQAVLKFTTEIHPSCVSRQKVIGAGEFGEVYKGTLKSSSG-----------------------KKEIPVAIKTLKAGYTEKQRVDFLSEASIMGQFSHHNIIRLEGVVSK--------------------------------------------------------------------------- 
EphA2.h     KPLKTYVDPHTYEDPNQAVLKFTTEIHPSCVTRQKVIGAGEFGEVYKGMLKTSSG-----------------------KKEVPVAIKTLKAGYTEKQRVDFLGEAGIMGQFSHHNIIRLEGVISK--------------------------------------------------------------------------- 
34855604.m  LWLKPYVDLQAYEDPAQGALDFAQELDPAWLIVDTVIGEGEFGEVYRGALRIPS------------------------QDCKTVAIKTLKDTSPDGYWWNFLREATIMGQFNHPHILRLEGVITK--------------------------------------------------------------------------- 
31980651.m  LWLKPYVDLQAYEDPAQGALDFAQELDPAWLIVDTVIGEGEFGEVYRGALRLPS------------------------QDCKTVAIKTLKDTSPDGYWWNFLREATIMGQFNHPHILRLEGVITK--------------------------------------------------------------------------- 
EphA1.h     SRHTRTLHREPWTLPGGWSNFPSRELDPAWLMVDTVIGEGEFGEVYRGTLRLPS------------------------QDCKTVAIKTLKDTSPGGQWWNFLREATIMGQFSHPHILHLEGVVTK--------------------------------------------------------------------------- 
38078900.m  PGMKIYIDPFTYEDPNEAVREFAKEIDISCVKIEQVIGAGEFGEVCSGHLKLPG------------------------KREIFVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNVIHLEGVVTK--------------------------------------------------------------------------- 
EphB2.h     PGMKIYIDPFTYEDPNEAVREFAKEIDISCVKIEQVIGAGEFGEVCSGHLKLPG------------------------KREIFVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNVIHLEGVVTK--------------------------------------------------------------------------- 
34872119.m  --MKIYIDPFTYEDPNEAVREFAKEIDISCVKIEQVIGAGEFGEVCSGHLKLPG------------------------KREIFVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNVIHLEGVVTK--------------------------------------------------------------------------- 
1jpa_Eph    PGMKIFIDPFTFEDPNEAVREFAKEIDISCVKIEQVIGAGEFGEVCSGHLKLPG------------------------KREIFVAIKTLKSGYTEKQRRDFLSEASIMGQFDHPNVIHLEGVVTK--------------------------------------------------------------------------- 
27721289.m  PGMKIYIDPFTYEDPNEAVREFAKEIDVSFVKIEEVIGAGEFGEVYKGRLKLPG------------------------KREIYVAIKTLKAGYSEKQRRDFLSEASIMGQFDHPNIIRLEGVVTK--------------------------------------------------------------------------- 
40254274.m  PGMKIYIDPFTYEDPNEAVREFAKEIDVSFVKIEEVIGAGEFGEVYKGRLKLPG------------------------KREIYVAIKTLKAGYSEKQRRDFLSEASIMGQFDHRNIIRLEGVVTK--------------------------------------------------------------------------- 
EphB1.h     PGMKIYIDPFTYEDPNEAVREFAKEIDVSFVKIEEVIGAGEFGEVYKGRLKLPG------------------------KREIYVAIKTLKAGYSEKQRRDFLSEASIMGQFDHPNIIRLEGVVTK--------------------------------------------------------------------------- 
33859548.m  PGMKVYIDPFTYEDPNEAVREFAKEIDVSCVKIEEVIGAGEFGEVCRGRLKLPG------------------------RREVFVAIKTLKVGYTERQRRDFLSEASIMGQFDHPNIIRLEGVVTK--------------------------------------------------------------------------- 
EphB3.h     PGMKVYIDPFTYEDPNEAVREFAKEIDVSCVKIEEVIGAGEFGEVCRGRLKQPG------------------------RREVFVAIKTLKVGYTERQRRDFLSEASIMGQFDHPNIIRLEGVVTK--------------------------------------------------------------------------- 
34869730.m  PRMKVYIDPFTYEDPNEAVREFAKEIDVSCVKIEEVIGAGEFGEVCRGRLKLPG------------------------RREVFVAIKTLKVGYTERQRRDFLSEASIMGQFDHPNIIRLEGVVTK--------------------------------------------------------------------------- 
40538750.d  PGVKVYIDPFTYEDPNEAVHEFARKIDISCVKIEKVIGAGEFGEVCRGRLKQAG------------------------RKETTVAIKTLKAGYTEHQRRDFLSEASIMGQFDHPNVIHLEGVLTR--------------------------------------------------------------------------- 
18858599.d  QGVKVYIDPFTYEDPNEAVREFAKEIDVSCVKIEEVIGAGEFGEVCRGRLRIPG------------------------KKENYVAIKTLKGGYTDKQRRDFLAEASIMGQFQHPNIIHLEGIITA--------------------------------------------------------------------------- 
18859329.d  QGIKVYIDPFTYEDPNEAVREFAKEIDVSFVKIEEVIGAGEFGEVCRGRLKVPG------------------------KKENYVAIKTLKGGYTDKQRRDFLSEASIMGQFQHPNIIHLEGVITA--------------------------------------------------------------------------- 
31560596.m  HGTKVYIDPFTYEDPNEAVREFAKEIDVSYVKIEEVIGAGEFGEVCRGRLKAPG------------------------KKESCVAIKTLKGGYTERQRREFLSEASIMGQFEHPNIIRLEGVVTN--------------------------------------------------------------------------- 
EphB4.h     HGTKVYIDPFTYEDPNEAVREFAKEIDVSYVKIEEVIGAGEFGEVCRGRLKAPG------------------------KKESCVAIKTLKGGYTERQRREFLSEASIMGQFEHPNIIRLEGVVTN--------------------------------------------------------------------------- 
31982461.m  LGVKYYIDPSTYDDPCQAIRELAREVDPTYIKIEEVIGAGSFGEVRRGRLQPRG------------------------RREQAVAIQALWAGGAESLKMTFLGRAALLGQFQHPNILRLEGVVTK--------------------------------------------------------------------------- 
EphB6.h     LGVKYYIDPSTYEDPCQAIRELAREVDPAYIKIEEVIGTGSFGEVRQGRLQPRG------------------------RREQTVAIQALWAGGAESLQMTFLGRAAVLGQFQHPNILRLEGVVTK--------------------------------------------------------------------------- 
24308430.d  PETRTYIHPHTYEDPNQAVRDFAKEIEVSNIRIERVIGAGEFGEVCSGRLRLPS------------------------KREIQVAIKSLKAGYSEHQRRDFLSEASIMGQFDHPNIIRLEGVVTR--------------------------------------------------------------------------- 
24119222.d  PGSRTYIHPHTYEDPNQAVRDFAKEIDASTIRIERVIGAGEFGEVCSGRLKLPS------------------------KREIYVAIKSLKAGYSEKQRRDFLSEASIMGQFDHPNIIRLEGVVTR--------------------------------------------------------------------------- 
34328113.m  --VRTYVDPFTYEDPNQAVREFAKEIDASCIKIEKVIGVGEFGEVCSGRLKVPG------------------------KREICVAIKTLKAGYTDKQRRDFLSEASIMGQFDHPNIIHLEGVVTK--------------------------------------------------------------------------- 
EphA4.h     --VRTYVDPFTYEDPNQAVREFAKEIDASCIKIEKVIGVGEFGEVCSGRLKVPG------------------------KREICVAIKTLKAGYTDKQRRDFLSEASIMGQFDHPNIIHLEGVVTK--------------------------------------------------------------------------- 
34876933.m  --VRTYVDPFTYEDPNQAVREFAKEIDASCIKIEKVIGVGEFGEVCSGRLKVPG------------------------KREICVAIKTLKAGYTDKQRRDFLSEASIMGQFDHPNIIHLEGVVTKYNLLKEMRRTNVRSYEKFQSPGQEQEKGAGFYVVCPPGYRNNEVRAIIHSCDPWTPEATFVKDPVNKPSEGLTFQ 
6679663.m   PETQFSAEPHTYEEPGRAGRSFTREIEASRIHIEKIIGSGESGEVCYGRLQVPG------------------------QRDVPVAIKALKAGYTERQRQDFLSEAAIMGQFDHPNIIRLEGVVTR--------------------------------------------------------------------------- 
34872126.m  PETQFSAEPHNYEEPGRAGRSFTREIEASRIHIEKIIGSGESGEVCYGRLQVPG------------------------QRDVPVAIKALKAGYTERQRQDFLREAAIMGQFDHPNIIRLEGVVTR--------------------------------------------------------------------------- 
EphA8.h     PEPQFYAEPHTYEEPGRAGRSFTREIEASRIHIEKIIGSGDSGEVCYGRLRVPG------------------------QRDVPVAIKALKAGYTERQRRDFLSEASIMGQFDHPNIIRLEGVVTR--------------------------------------------------------------------------- 
34328170.m  PGTKTYIDPETYEDPNRAVHQFAKELDASCIKIERVIGAGEFGEVCSGRLKLPG------------------------QRDVAVAIKTLKVGYTEKQRRDFLCEASIMGQFDHPNVVHLEGVVTR--------------------------------------------------------------------------- 
19705437.m  PGTKTYIDPETYEDPNRAVHQFAKELDASCIKIERVIGAGEFGEVCSGRLKLPG------------------------KRDVAVAIKTLKVGYTEKQRRDFLCEASIMGQFDHPNVVHLEGVVTR--------------------------------------------------------------------------- 
EphA7.h     PGTKTYIDPETYEDPNRAVHQFAKELDASCIKIERVIGAGEFGEVCSGRLKLPG------------------------KRDVAVAIKTLKVGYTEKQRRDFLCEASIMGQFDHPNVVHLEGVVTR--------------------------------------------------------------------------- 
6679659.m   PGVRTYIDPHTYEDPNQAVHEFAKEIEASCITIERVIGAGEFGEVCSGCLKLPG------------------------KRELPVAIKTLKVGYTEKQRRDFLGEASIMGQFDHPNIIHLEGVVTK--------------------------------------------------------------------------- 
EphA5.h     PGVRTYIDPHTYEDPNQAVHEFAKEIEASCITIERVIGAGEFGEVCSGRLKLPG------------------------KRELPVAIKTLKVGYTEKQRRDFLGEASIMGQFDHPNIIHLEGVVTK--------------------------------------------------------------------------- 
34876735.m  PGVRTYIDPHTYEDPTQAVHEFAKEIEASCITIERVIGAGEFGEVCSGRLKLPG------------------------KRELPVAIKTLKVGYTEKQRRDFLSEASIMGQFDHPNIIHLEGVVTK--------------------------------------------------------------------------- 
13928766.m  PGLRTYVDPHTYEDPTQAVHEFAKELDATNIAIDKVVGAGEFGEVCSGRLKLPS------------------------KKEISVAIKTLKVGYTEKQRRDFLGEASIMGQFDHPNIIRLEGVVTK--------------------------------------------------------------------------- 
34867401.m  PGLRTYVDPHTYEDPTQAVHEFAKELDATNIAIDKVVGAGEFGEVCSGRLKLPS------------------------KKEISVAIKTLKVGYTEKQRRDFLGEASIMGQFDHPNIIRLEGVVTK--------------------------------------------------------------------------- 
31982448.m  PGLRTYVDPHTYEDPTQAVHEFAKELDATNISIDKVVGAGEFGEVCSGRLKLPS------------------------KKEISVAIKTLKVGYTEKQRRDFLGEASIMGQFDHPNIIRLEGVVTK--------------------------------------------------------------------------- 
EphA3.h     PGLRTYVDPHTYEDPTQAVHEFAKELDATNISIDKVVGAGEFGEVCSGRLKLPS------------------------KKEISVAIKTLKVGYTEKQRRDFLGEASIMGQFDHPNIIRLEGVVTK--------------------------------------------------------------------------- 
20893175.m  PGIKTYIDPDTYEDPSLAVHEFAKEIDPSRIRIERVIGAGEFGEVCSGRLKTPG------------------------KREIPVAIKTLKGGHMDRQRRDFLREASIMGQFDHPNIIRLEGVVTKRSFPAIGVEAFCPSFLRAGFLNGIQ-----------------------------------APHPVTAGGSLPPRI 
6679661.m   PGIKTYIDPDTYEDPSLAVHEFAKEIDPSRIRIERVIGAGEFGEVCSGRLKTPG------------------------KREIPVAIKTLKGGHMDRQRRDFLREASIMGQFDHPNIIRLEGVVTKRSFPAIGVEAFCPSFLRAGFLNGIQ-----------------------------------APHPVTAGGSLPPRI 
EphA6.h     PGIKTYIDPDTYEDPSLAVHEFAKEIDPSRIRIERVIGAGEFGEVCSGRLKTPG------------------------KREIPVAIKTLKGGHMDRQRRDFLREASIMGQFDHPNIIRLEGVVTKRSFPAIGVEAFCPSFLRAGFLNSIQ-----------------------------------APHPVPGGGSLPPRI 
34867994.m  PGIKTYIDPDTYEDPSLAVHEFAKEIDPSRIRIERVIGA----------------------------------------------------------------------------------------------------------------------------------------------------------------- 
34871174.m  PTRRTFLDPQSCGDPLQAVHLFAKELDAKS---------------------LPG------------------------RQELPVAVHTLREGCSDSQKLSFLAEALTLGQFDHSHIVRLEGVVTR--------------------------------------------------------------------------- 
EphA10.h    PTRRTFLDPQSCGDLLQAVHLFAKELDAKSVTLERSLGGGRFGELCCGCLQLPG------------------------RQELLVAVHMLRDSASDSQRLGFLAEALTLGQFDHSHIVRLEGVVTR--------------------------------------------------------------------------- 

                |����   protein kinase domain .          .       .            . 
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17535165.w  --AEPVMIVAEYMANGSLDQFLRNTDQR-----GEKVHWEKITEMLYGIASGMKYLTDMGYVH-----RDLAARNVLLDMELRCKIADFGLSRGVRSEGSSVEPEY--------------------------------------TTNGGKIPVRWTAPEAITHRKFTPSSDVWSFGVVIWEVCSFGERPYWDWTNQKVIS 
17535163.w  --AEPVMIVAEYMANGSLDQFLRNTDQR-----GEKVHWEKITEMLYGIASGMKYLTDMGYVHRVSFLRDLAARNVLLDMELRCKIADFGLSRGVRSEGSSVEPEY--------------------------------------TTNGGKIPVRWTAPEAITHRKFTPSSDVWSFGVVIWEVCSFGERPYWDWTNQKVIS 
31203311.i  --SNPVMIITEYMENGSLDTFLRANDG--------KFQTIQLIGMLRGIAAGMTYLSDMNYVH-----RDLAARNVLVNSLLVCKIADFGLSREIEN----ASDAY--------------------------------------TTRGGKIPVRWTAPEAIAFRKFTSASDVWSYGVVLWEVMSFGERPYWNWSNQDVIK 
32484983.m  --YKPMMIITEYMENGALDKFLREKDG--------EFSVLQLVGMLRGIASGMKYLANMNYVH-----RDLAARNILVNSNLVCKVSDFGLS---RVLEDDPEATY--------------------------------------TTSGGKIPIRWTAPEAISYRKFTSASDVWSYGIVMWEVMTYGERPYWELSNHEVMK 
34872522.m  --YKPMMIITEYMENGALDKFLREKDG--------EFSVLQLVGMLRGIASGMKYLANMNYVH-----RDLAARNILVNSNLVCKVSDFGLS---RVLEDDPEATY--------------------------------------TTSGGKIPIRWTAPEAISYRKFTSASDVWSYGIVMWEVMTYGERPYWELSNHEVMK 
EphA2.h     --YKPMMIITEYMENGALDKFLREKDG--------EFSVLQLVGMLRGIAAGMKYLANMNYVH-----RDLAARNILVNSNLVCKVSDFGLS---RVLEDDPEATY--------------------------------------TTSGGKIPIRWTAPEAISYRKFTSASDVWSFGIVMWEVMTYGERPYWELSNHEVMK 
34855604.m  --RKPIMIITEFMENGALDAFLKERED--------QLVPGQLVAMLLGIASGMNYLSGHNYVH-----RDLAARNILVNQNLCCKVSDFGLT---RLL-DDFDGTY--------------------------------------ETQGGKIPIRWTAPEAIAHRIFTTASDVWSFGIVMWEVLSFGDKPYGEMSNQEVMK 
31980651.m  --RKPIMIITEFMENGALDAFLKERED--------QLAPGQLVAMLLGIASGMNCLSGHNYVH-----RDLAARNILVNQNLCCKVSDFGLT---RLL-DDFDGTY--------------------------------------ETQGGKIPIRWTAPEAIAHRIFTTASDVWSFGIVMWEVLSFGDKPYGEMSNQEVMK 
EphA1.h     --RKPIMIITEFMENAALDAFLRERED--------QLVPGQLVAMLQGIASGMNYLSNHNYVH-----RDLAARNILVNQNLCCKVSDFGLT---RLL-DDFDGTY--------------------------------------ETQGGKIPIRWTAPEAIAHRIFTTASDVWSFGIVMWEVLSFGDKPYGEMSNQEVMK 
38078900.m  --STPVMIITEFMENGSLDSFLRQNDG--------QFTVIQLVGMLRGIAAGMKYLADMNYVH-----RDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTS---------------------------------------ALGGKIPIRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNQDVIN 
EphB2.h     --STPVMIITEFMENGSLDSFLRQNDG--------QFTVIQLVGMLRGIAAGMKYLADMNYVH-----RDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTS---------------------------------------ALGGKIPIRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNQDVIN 
34872119.m  --STPVMIITEFMENGSLDSFLRQNDG--------QFTVIQLVGMLRGIAAGMKYLADMNYVH-----RDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTS---------------------------------------ALGGKIPIRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNQDVIN 
1jpa_Eph    --STPVMIITEFMENGSLDSFLRQNDG--------QFTVIQLVGMLRGIAAGMKYLADMNYVH-----RDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTS---------------------------------------ALGGKIPIRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNQDVIN 
27721289.m  --SRPVMIITEFMENGALDSFLRQNDG--------QFTVIQLVGMLRGIAAGMKYLSEMNYVH-----RDLAARNILVNSNLVCKVSDFGLSRYLQDDTSDPTYTS---------------------------------------SLGGKIPVRWTAPEAIAYRKFTSASDVWSYGIVMWEVMSFGERPYWDMSNQDVIN 
40254274.m  --SRPVMIITEFMENGALDSFLRQNDG--------QFTVIQLVGMLRGIAAGMKYLSEMNYVH-----RDLAARNILVNSNLVCKVSDFGLSRYLQDDTSDPTYTS---------------------------------------SLGGKIPVRWTAPEAIAYRKFTSASDVWSYGIVMWEVMSFGERPYWDMSNQDVIN 
EphB1.h     --SRPVMIITEFMENGALDSFLRQNDG--------QFTVIQLVGMLRGIAAGMKYLAEMNYVH-----RDLAARNILVNSNLVCKVSDFGLSRYLQDDTSDPTYTS---------------------------------------SLGGKIPVRWTAPEAIAYRKFTSASDVWSYGIVMWEVMSFGERPYWDMSNQDVIN 
33859548.m  --SRPVMILTEFMENCALDSFLRLNDG--------QFTVIQLVGMLRGIAAGMKYLSEMNYVH-----RDLAARNILVNSNLVCKVSDFGLSRFLEDDPSDPTYTS---------------------------------------SLGGKIPIRWTAPEAIAYRKFTSASDVWSYGIVMWEVMSYGERPYWDMSNQDVIN 
EphB3.h     --SRPVMILTEFMENCALDSFLRLNDG--------QFTVIQLVGMLRGIAAGMKYLSEMNYVH-----RDLAARNILVNSNLVCKVSDFGLSRFLEDDPSDPTYTS---------------------------------------SLGGKIPIRWTAPEAIAYRKFTSASDVWSYGIVMWEVMSYGERPYWDMSNQDVIN 
34869730.m  --SRPVMILTEFMENCALDSFLRLNDG--------QFTVIQLVGMLRGIAAGMKYLSEMNYVH-----RDLAARNILVNSNLVCKVSDFGLSRFLEDDPSDPTYTSSLVQEEATERDLREGRAGQAGDQGSGSSLSHKVKGMSPSNQGGKIPIRWTAPEAIAYRKFTSASDVWSYGIVMWEVMSYGERPYWDMSNQDVIN 
40538750.d  --SCPVLIVTEFMENGALDSFLRLNDG--------RFTVTQLVGMLRGIAAGMKYLSDMNYVH-----RDLAARNVLVNSNLMCKVSDFGLSRFLDDNSSDPTYTS---------------------------------------SLGGKIPIRWTAPEAIAFRKFTSASDVWSYGIVMWEVMSFGERPYWDMSNQDVMN 
18858599.d  --SCPVMILTEFMENGALDSFLRLNDG--------QFTPIQLVGMLRGIASGMKYLSEMSYVH-----RDLAARNILVNSNLVCKVSDFGLSRFLQENSSDPTYTS---------------------------------------SLGGKIPIRWTAPEAIAFRKFTCASDVWSYGIVMWEVMSFGERPYWDMSNQDVIN 
18859329.d  --SCPVMILTEYMENGALDSFLRLNDG--------QFTPIQLVGMLRGIASGMKYLSEMSFVH-----RDLAARNILVNSNLVCKVSDFGLSRFLTENSSDPTYTS---------------------------------------SLGGKIPIRWTAPEAIAFRKFTSASDVWSYGIVMWEVMSFGERPYWDMSNQDVIN 
31560596.m  --SVPVMILTEFMENGALDSFLRLNDG--------QFTVIQLVGMLRGIASGMRYLAEMSYVH-----RDLAARNILVNSNLVCKVSDFGLSRFLEENSSDPTYTS---------------------------------------SLGGKISIRWTAPEAIAFRKFTSASDAWSYGIVMWEVMSFGERPYWDMSNQDVIN 
EphB4.h     --SMPVMILTEFMENGALDSFLRLNDG--------QFTVIQLVGMLRGIASGMRYLAEMSYVH-----RDLAARNILVNSNLVCKVSDFGLSRFLEENSSDPTYTS---------------------------------------SLGGKIPIRWTAPEAIAFRKFTSASDAWSYGIVMWEVMSFGERPYWDMSNQDVIN 
31982461.m  --SRPVMVLTELMELGPLDSFLRQREG--------QFSSLQLVAMQRGVAAAMQYLSSFAFVH-----RALSARSVLVNSHLVCKVARLGHS-----------------------------------------------------PQGSSSLLRWAAPEVITHGKYTTSSDVWSFGILMWEVMSYGERPYWDMNEQEVLN 
EphB6.h     --SRPLMVLTEFMELGPLDSFLRQREG--------QFSSLQLVAMQRGVAAAMQYLSSFAFVH-----RSLSAHSVLVNSHLVCKVARLGHS-----------------------------------------------------PQGPSCLLRWAAPEVIAHGKHTTSSDVWSFGILMWEVMSYGERPYWDMSEQEVLN 
24308430.d  --CKPVMIVTEYMENGSLDTFLKKHDG--------QFTVIQLLGMLRGIAAGMQYLSEMNYVH-----RDLAARNILVNRNLVCKVSDFGLSRVLEDDPEAAYTTRG-----------------------------------------GKIPIRWTAPEAITYRKFTSASDVWSYGIVMWEVISYGERPYWEMSNQDVIK 
24119222.d  --CKPVMIITEYMENGSLDTFLKKHDG--------QFTVIQLVGMMRGIASGMKYLSDMSYVH-----RDLAARNILVNSNLVCKVSDFGLSRVLEDDPEAAYTTRG-----------------------------------------GKIPIRWTAPEAIAYRKFTSASDVWSYGIVMWEVISYGERPYWEMSNQDVIK 
34328113.m  --CKPVMIITEYMENGSLDAFLRKNDG--------RFTVIQLVGMLRGIGSGMKYLSDMSYVH-----RDLAARNILVNSNLVCKVSDFGMSRVLEDDPEAAYTTRG-----------------------------------------GKIPIRWTAPEAIAYRKFTSASDVWSYGIVMWEVMSYGERPYWDMSNQDVIK 
EphA4.h     --CKPVMIITEYMENGSLDAFLRKNDG--------RFTVIQLVGMLRGIGSGMKYLSDMSYVH-----RDLAARNILVNSNLVCKVSDFGMSRVLEDDPEAAYTTRG-----------------------------------------GKIPIRWTAPEAIAYRKFTSASDVWSYGIVMWEVMSYGERPYWDMSNQDVIK 
34876933.m  MECKPVMIITEYMENGSLDAFLRKNDG--------RFTVIQLVGMLRGIGSGMKYLSDMSYVH-----RDLAARNILVNSNLVCKVSDFGMSRVLEDDPEAAYTTR-------------------------------------------------------------------------------------------VIK 
6679663.m   --GRLAMIVTEYMENGSLDAFLRTHDG--------QFTIVQLVGMLRGVGAGMRYLSDLGYIH-----RDLAARNVLVDGRLVCKVSDFGLSRALEDDPEAAYTTAG-----------------------------------------GKIPIRWTAPEAIAFRTFSSASDVWSFGVVMWEVLAYGERPYWNMTNQDVIS 
34872126.m  --GRLAMIVTEYMENGSLDAFLRTHDG--------QFTILQLVGMLKGVGAGMRYLSDLGYIH-----RDLAARNILVDGRLVCKVSDFGLSRALEDDPEAAYTTAG-----------------------------------------GKIPIRWTAPEAIAFRTFSSASDVWSFGVVMWEVLAYGERPYWNMTNQDVIS 
EphA8.h     --GRLAMIVTEYMENGSLDTFLRTHDG--------QFTIMQLVGMLRGVGAGMRYLSDLGYVH-----RDLAARNVLVDSNLVCKVSDFGLSRVLEDDPDAAYTTTG-----------------------------------------GKIPIRWTAPEAIAFRTFSSASDVWSFGVVMWEVLAYGERPYWNMTNRDVIS 
34328170.m  --GKPVMIVIEFMENGALDAFLRKHDG--------QFTVIQLVGMLRGIAAGMRYLADMGYVH-----RDLAARNILVNSNLVCKVSDFGLSRVIEDDPEAVYTTTG-----------------------------------------GKIPVRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMSNQDVIK 
19705437.m  --GKPVMIVIEFMENGALDAFLRKHDG--------QFTVIQLVGMLRGIAAGMRYLADMGYVH-----RDLAARNILVNSNLVCKVSDFGLSRVIEDDPEAVYTTTG-----------------------------------------GKIPVRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMSNQDVIK 
EphA7.h     --GKPVMIVIEFMENGALDAFLRKHDG--------QFTVIQLVGMLRGIAAGMRYLADMGYVH-----RDLAARNILVNSNLVCKVSDFGLSRVIEDDPEAVYTTTG-----------------------------------------GKIPVRWTAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMSNQDVIK 
6679659.m   --SKPVMIVTEYMENGSLDTFLKKNDG--------QFTVIQLVGMLRGIAAGMKYLSDMGYVH-----RDLAARNILINSNLVCKVSDFGLSRVLEDDPEAAYTTRG-----------------------------------------GKIPIRWTAPEAIAFRKFTSASDVWSYGIVMWEVVSYGERPYWEMTNQDVIK 
EphA5.h     --SKPVMIVTEYMENGSLDTFLKKNDG--------QFTVIQLVGMLRGISAGMKYLSDMGYVH-----RDLAARNILINSNLVCKVSDFGLSRVLEDDPEAAYTTRG-----------------------------------------GKIPIRWTAPEAIAFRKFTSASDVWSYGIVMWEVVSYGERPYWEMTNQDVIK 
34876735.m  --SKPVMIVTEYMENGSLDTFLKKNDG--------QFTVIQLVGMLRGIAAGMKYLSDMGYVH-----RDLAARNILINSNLVCKVSDFGLSRVLEDDPEAAYTTRG-----------------------------------------GKIPIRWTAPEAIAFRKFTSASDVWSYGIVMWEVVSYGERPYWEMTNQDVIK 
13928766.m  --SKPVMIVTEYMENGSLDSFLRKHDA--------QFTVIQLVGMLRGIASGMKYLSDMGYVH-----RDLAARNILINSNLVCKVSDFGLSRVLEDDPEAAYTTRG-----------------------------------------GKIPVRWTSPEATAYRKFTSASDVWSYGIVLWEVMSYGERPYWEMSNQDVIK 
34867401.m  --SKPVMIVTEYMENGSLDSFLRKHDA--------QFTVIQLVGMLRGIASGMKYLSDMGYVH-----RDLAARNILINSNLVCKVSDFGLSRVLEDDPEAAYTTRG-----------------------------------------GKIPIRWTSPEAIAYRKFTSASDVWSYGIVLWEVMSYGERPYWEMSNQDVIK 
31982448.m  --SKPVMIVTEYMENGSLDSFLRKHDA--------QFTVIQLVGMLRGIASGMKYLSDMGYVH-----RDLAARNILINSNLVCKVSDFGLSRVLEDDPEAAYTTRG-----------------------------------------GKIPIRWTSPEAIAYRKFTSASDVWSYGIVLWEVMSYGERPYWEMSNQDVIK 
EphA3.h     --SKPVMIVTEYMENGSLDSFLRKHDA--------QFTVIQLVGMLRGIASGMKYLSDMGYVH-----RDLAARNILINSNLVCKVSDFGLSRVLEDDPEAAYTTRG-----------------------------------------GKIPIRWTSPEAIAYRKFTSASDVWSYGIVLWEVMSYGERPYWEMSNQDVIK 
20893175.m  PAGRPVMIVVEYMENGSLDSFLRKHDG--------HFTVIQLVGMLRGIASGMKYLSDMGYVH-----RDLAARNILVNSNLVCKVSDFGLSRVLEDDPEAAYTTT-----------------------------------------GGKIPIRWTAPEAIAYRKFSSASDAWSYGIVMWEVMSYGERPYWEMSNQDVIL 
6679661.m   PAGRPVMIVVEYMENGSLDSFLRKHDG--------HFTVIQLVGMLRGIASGMKYLSDMGYVH-----RDLAARNILVNSNLVCKVSDFGLSRVLEDDPEAAYTTT-----------------------------------------GGKIPIRWTAPEAIAYRKFSSASDAWSYGIVMWEVMSYGERPYWEMSNQDVIL 
EphA6.h     PAGRPVMIVVEYMENGSLDSFLRKHDG--------HFTVIQLVGMLRGIASGMKYLSDMGYVH-----RDLAARNILVNSNLVCKVSDFGLSRVLEDDPEAAYTTT-----------------------------------------GGKIPIRWTAPEAIAYRKFSSASDAWSYGIVMWEVMSYGERPYWEMSNQDVIL 
34867994.m  --GRPVMIVVEYMENGSLDSFLRKHDG--------HFTVIQLVGMLRGIASGMKYLSDMGYVH-----RDLAARNILVNSNLVCKVSDFGLSRVLEDDPEAAYTTTDNKKPVIQKYLLFRCYRVIDT--------------RLEMNDGGKIPIRWTAPEAIAYRKFSSASDAWSYGIVMWEVMSYGERPYWEMSNQDVIL 
34871174.m  --GNPLMIVTEYMNLGALDDFLRVSNQLEPQHHEAELVTAQLMGLLPGLASAMKYLSEMGYVH-----RGLAARRVLLSSGLICKISGFGRGP--RDRAEAVYTTMS-----------------------------------------GRSPALWAAPETLQFGHFSSASDVWSFGIVMWEVMAFGERPYWDMSGQD--- 
EphA10.h    --GSTLMIVTEYMSHGALDGFLRR--------HEGQLVAGQLMGLLPGLASAMKYLSEMGYVH-----RGLAARHVLVSSDLVCKISGFGRGP--RDRSEAVYTTMS-----------------------------------------GRSPALWAAPETLQFGHFSSASDVWSFGIIMWEVMAFGERPYWDMSGQDVIK 

 .             .  protein kinase domain        .                  .    .     . 
 
 
 
 
 
 
 
 



                    1610      1620      1630      1640      1650      1660      1670      1680      1690      1700      1710      1720      1730      1740      1750      1760      1770      1780      1790      18                  
            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 
17535165.w  EVMIGYRLPPPMDCPMGLYRIAQWCWKMERHERPTFTQLLATFHKYILQPTLIEHDPGELPRRVQSQSALNTYGSVNVGVVPTPPSSAAPMPSLDDFLRQIGLNHVYGQLVSNNIHSVSDLANTSHL-DLLAYGLMSAECSTVRDGLNGRISGSPPGSSGT-IHATTRGTRTTRPP-----REEGFFV------------ 
17535163.w  EVMIGYRLPPPMDCPMGLYRIAQWCWKMERHERPTFTQLLATFHKYILQPTLIEHDPGELPRRVQSQSALNTYGSVNVGVVPTPPSSAAPMPSLDDFLRQIGLNHVYGQLVSNNIHSVSDLANTSHL-DLLAYGLMSAECSTVRDGLNGRISGSPPGSSGT-IHATTRGTRTTRPP-----REEGFFV------------ 
31203311.i  SIEKGYRLPAPMDCPEALYQLMLDCWQKQRTHRPTFASITQTLDNLARQPQVLLTTR---------NSPDNNTGTMSG------PGNPGIFISTDLWLEGIKMSRYSQHFKEAGLVTAQQLSRLTAQ-QLSDMGIT------------------LVGHQKK-ILHQARQIDTII-------------------------- 
32484983.m  AINDGFRLPTPMDCPSAIYQLMMQCWQQERSRRPKFADIVSILDKLIRAPDSLKTLADFDPRVSIRLPSTSGS-------------EGVPFRTVSEWLESIKMQQYTEHFMVAGYTAIEKVVQMSNE-DIKRIGVR------------------LPGHQKR-IAYSLLGLKDQVNT-----VGIPI-------------- 
34872522.m  AINDGFRLPTPMDCPSAIYQLMMQCWQQERSRRPKFADIVSILDKLIRAPDSLKTLADFDPRVSIRLPSTSGS-------------EGVPFRTVSEWLESIKMQQYTEHFMVAGYTAIEKVVQMSND-DIKRIGVR------------------LPGHQKR-IAYSLLGLKDQVNT-----VGIPI-------------- 
EphA2.h     AINDGFRLPTPMDCPSAIYQLMMQCWQQERARRPKFADIVSILDKLIRAPDSLKTLADFDPRVSIRLPSTSGS-------------EGVPFRTVSEWLESIKMQQYTEHFMAAGYTAIEKVVQMTND-DIKRIGVR------------------LPGHQKR-IAYSLLGLKDQVNT-----VGIPI-------------- 
34855604.m  SIEDGYRLPPPVDCPAPLYELMKNCWAYDRARRPHFLQLQAHLEQLLTDPHSLRTIANFDPRVTLRLPSLSGS-------------DGIPYRSVSEWLESIRMKRYILHFRSAGLDTMECVLELTAE-DLTQMGIT------------------LPGHQKR-ILCSIQGFKD---------------------------- 
31980651.m  SIEDGYRLPPPVDCPAPLYELMKNCWAYDRARRPHFLQLQAHLEQLLTDPHSLRTIANFDPRVTLRLPSLSGS-------------DGIPYRSVSEWLESIRMKRYILHFRSAGLDTMECVLELTAE-DLTQMGIT------------------LPGHQKR-ILCSIQGFKD---------------------------- 
EphA1.h     SIEDGYRLPPPVDCPAPLYELMKNCWAYDRARRPHFQKLQAHLEQLLANPHSLRTIANFDPRVTLRLPSLSGS-------------DGIPYRTVSEWLESIRMKRYILHFHSAGLDTMECVLELTAE-DLTQMGIT------------------LPGHQKR-ILCSIQGFKD---------------------------- 
38078900.m  AIEQDYRLPPPMDCPSALHQLMLDCWQKDRNHRPKFGQIVNTLDKMIRNPNSLKAMAPLSSGINLPLLDRTIP-------------DYTSFNTVDEWLEAIKMGQYKESFANAGFTSFDVVSQMMME-DILRVGVT------------------LAGHQKK-ILNSIQVMRAQMNQ------IQSVEV------------ 
EphB2.h     AIEQDYRLPPPMDCPSALHQLMLDCWQKDRNHRPKFGQIVNTLDKMIRNPNSLKAMAPLSSGINLPLLDRTIP-------------DYTSFNTVDEWLEAIKMGQYKESFANAGFTSFDVVSQMMME-DILRVGVT------------------LAGHQKK-ILNSIQVMRAQMNQ------IQSVEGQPLARRPRATGR 
34872119.m  AIEQDYRLPPPMDCPSALHQLMLDCWQKDRNHRPKFGQIVNTLDKMIRNPNSLKAMAPLSSGINLPLLDRTIP-------------DYTSFNTVDEWLEAIKMGQYKESFTNAGFTSFDVVSQMMME-DILRVGVT------------------LAGHQKK-ILNSIQVMRAQMNQ------IQSVEV------------ 
1jpa_Eph    AIEQDYRLPPPMDCPSALHQLMLDCWQKDRNHRPKFGQIVNTLDKMIRNPNSLKAMAPLSS------------------------------------------------------------------------------------------------------------------------------------------- 
27721289.m  AIEQDYRLPPPMDCPAALHQLMLDCWQKDRNSRPRFAEIVNTLDKMIRNPASLKTVATITAVPSQPLLDRSIP-------------DFTAFTTVDDWLSAIKMVQYRDSFLTAGFTSLQLVTQMTSE-DLLRIGVT------------------LAGHQKK-ILSSIHSMRVQMNQ------SPSVMA------------ 
40254274.m  AIEQDYRLPPPMDCPAALHQLMLDCWQKDRNSRPRFAEIVNTLDKMIRNPASLKTVATITAVPSQPLLDRSIP-------------DFTAFTTVDDWLSAIKMVQYRDSFLTAGFTSLQLVTQMTSE-DLLRIGVT------------------LAGHQKK-ILSSIHSMRVQMNQ------SPSVMA------------ 
EphB1.h     AIEQDYRLPPPMDCPAALHQLMLDCWQKDRNSRPRFAEIVNTLDKMIRNPASLKTVATITAVPSQPLLDRSIP-------------DFTAFTTVDDWLSAIKMVQYRDSFLTAGFTSLQLVTQMTSE-DLLRIGIT------------------LAGHQKK-ILNSIHSMRVQISQ------SPTAMA------------ 
33859548.m  AVEQDYRLPPPMDCPTALHQLMLDCWVRDRNLRPKFSQIVNTLDKLIRNAASLKVTASAPSGMSQPLLDRTVP-------------DYTTFTTVGDWLDAIKMGRYKESFVGAGFASFDLVAQMTAE-DLLRIGVT------------------LAGHQKK-ILCSIQDMRLQMNQ------TLPVQV------------ 
EphB3.h     AVEQDYRLPPPMDCPTALHQLMLDCWVRDRNLRPKFSQIVNTLDKLIRNAASLKVIASAQSGMSQPLLDRTVP-------------DYTTFTTVGDWLDAIKMGRYKESFVSAGFASFDLVAQMTAE-DLLRIGVT------------------LAGHQKK-ILSSIQDMRLQMNQ------TLPVQV------------ 
34869730.m  AVEQDYRLPPPMDCPTALHQLMLDCWVRDRNLRPKFSQIVNTLDKLIRNAASLKVIASAPSGMSQPLLDRTVP-------------DYTTFTTVGDWLDAIKMGRYKESFVGAGFASFDLVAQMTAE-DLLRIGVT------------------LAGHQKK-ILSSIQDMRLQMNQ------TLPVQV------------ 
40538750.d  AVEQDYRLPPPMDCPAVLHQLMLECWVKERNMRPRFGQIVSTLDKLLRNAASLKVLTSTHSG------------------------------------------------------------------DLCRIGGT------------------LPGHQRK-SIGDAQDIKQQMSQ------TLPIRV------------ 
18858599.d  AIEQDYRLPPPPDCSTYLHQLMLDCWQKERTARPRFANIVSALDKLIRNPASLKITAQEGAGPSHPLLDQRSPL------------TPSSCGTVGDWLRAIKMERYEETFLQAGYTSMQLVTHINTE-DLLRLGIT------------------LAGHQKK-ILSSIEALGIQNKA------PGNVLY------------ 
18859329.d  AIEQDYRLPPPPECPASLHQLMLDCWQKERSSRPRFCAIVSALDRLIRNPASLKITGRIPDGPSHPLLDQRAPP------------PLSHCSSVADWLRAIKMERYEDAFMQAGFTAIQHITHISTE-DLLRIGVT------------------LAGHQKK-ILSSVQTLRIHG---------GSLRY------------ 
31560596.m  AIEQDYRLPPPPDCPTSLHQLMLDCWQKDRNARPRFPQVVSALDKMIRNPASLKIVARENGGASHPLLDQRQP-------------HYSAFGSVGEWLRAIKMGRYEESFAAAGFGSFEVVSQISAE-DLLRIGVT------------------LAGHQKK-ILASVQHMKSQAKPGAPGGTGGPAQQF----------- 
EphB4.h     AIEQDYRLPPPPDCPTSLHQLMLDCWQKDRNARPRFPQVVSALDKMIRNPASLKIVARENGGASHPLLDQRQP-------------HYSAFGSVGEWLRAIKMGRYEARFAAAGFGSFELVSQISAE-DLLRIGVT------------------LAGHQKK-ILASVQHMKSQAKPGTPGGTGGPAPQY----------- 
31982461.m  AIEQEFRLPPPPGCPPGLHLLMLDTWQKDRARRPHFDQLVAAFDKMIRKPDTLQAEGGSGDRPSQALLNPVAL-------------DFPCLDSPQAWLSAIGLECYQDNFSKFGLSTFSDVAQLSLE-DLPGLGIT------------------LAGHQKK-LLHNIQLLQQHLRQ------PGSVEV------------ 
EphB6.h     AIEQEFRLPPPPGCPPGLHLLMLDTWQKDRARRPHFDQLVAAFDKMIRKPDTLQAGGDPGERPSQALLTPVAL-------------DFPCLDSPQAWLSAIGLECYQDNFSKFGLCTFSDVAQLSLE-DLPALGIT------------------LAGHQKK-LLHHIQLLQQHLRQ------QGSVEV------------ 
24308430.d  AVDEGYRLPAPMDCPVVLHQLMLDCWEKNRSDRPKFGQIVNTLDRLIRNPSSLKQLAN-----SAVWED-------------PVTPEA-AVNTVEDWLDLIKMGQYKEHFSSAGYVTLDSVLYVSSS-ELDKMGVE------------------LAGHQKK-ILSSIQCL----QAHHGTQVQV---------------- 
24119222.d  AIDEGYRLPAPMDCPVVLHQLMLDCWEKSRSERPKFGQIVNTLDKLIRNPNSLKELAN-----SSVWED-------------PTTPEF-SVSTVDEWLDAINMGQYKDNFANAGYVSLDSILYISMC-ELSKMDVT------------------LVGHQKK-ILSAVQSL----HAQG-THVQV---------------- 
34328113.m  AIEEGYRLPPPMDCPIALHQLMLDCWQKERSDRPKFGQIVNMLDKLIRNPNSLKRTGSESSRPNTALLD-------------PSSPEFSAVVSVGDWLQAIKMDRYKDNFTAAGYTTLEAVVHMSQD-DLARIGIT------------------AITHQNK-ILSSVQAMRTQMQQMHGRMVPV---------------- 
EphA4.h     AIEEGYRLPPPMDCPIALHQLMLDCWQKERSDRPKFGQIVNMLDKLIRNPNSLKRTGTESSRPNTALLD-------------PSSPEFSAVVSVGDWLQAIKMDRYKDNFTAAGYTTLEAVVHVNQE-DLARIGIT------------------AITHQNK-ILSSVQAMRTQMQQMHGRMVPV---------------- 
34876933.m  AIEEGYRLPPPMDCPIALHQLMLDCWQKERSDRPKFGQIVNMLDKLIRNPNSLKRTGPESSRPNTALLD-------------PSSPEFSAVVSVGDWLQAIKMDRYKDNFTAAGYTTLEAVVHMSQD-DLARIGIT------------------AITHQNK-ILSSVQAMRTQMQQMHGRMVPV---------------- 
6679663.m   SVEEGYRLPAPMGCPRALHQLMLDCWHKDRAQRPRFAHVVSVLDALVHSPESLRATATVSRCPPPAFARSCFDL--------RAGGSGNGDLTVGDWLDSIRMGRYRDHFAAGGYSSLGMVLRMNAQ-DVRALGIT------------------LMGHQKK-ILGSIQTMRAQLSSTQGRRRHL---------------- 
34872126.m  SVEEGYRLPAPMGCPRALHQLMLDCWHKDRAQRPRFSHVVSVLEALVHSPESLRATATVSRCPAPAFARSCFDL--------RAGGNGNGDLTVGDWLDSIRMGRYRDHFAAGGYSSLGMVLHMNAQ-DVRALGIT------------------LMGHQKK-ILGSIQTMRSQLSCTQGPRRHL---------------- 
EphA8.h     SVEEGYRLPAPMGCPHALHQLMLDCWHKDRAQRPRFSQIVSVLDALIRSPESLRATATVSRCPPPAFVRSCFDL--------RGGSGGGGGLTVGDWLDSIRMGRYRDHFAAGGYSSLGMVLRMNAQ-DVRALGIT------------------LMGHQKK-ILGSIQTMRAQLTSTQGPRRHL---------------- 
34328170.m  AIEEGYRLPAPMDCPAGLHQLMLDCWQKDRAERPKFEQIVGILDKMIRNPSSLKTPLGTCSRPLSPLLD-------------QSTPDFTAFCSVGEWLQAIKMERYKDNFTAAGYNSLESVARMTID-DVMSLGIT------------------LVGHQKK-IMSSIQTMRAQMLHLHGTGIQV---------------- 
19705437.m  AIEEGYRLPAPMDCPAGLHQLMLDCWQKERAERPKFEQIVGILDKMIRNPSSLKTPLGTCSRPISPLLD-------------QSTPDFTAFCSVGEWLQAIKMERYKDNFTAAGYNSLESVARMTID-DVMSLGIT------------------LVGHQKK-IMSSIQTMRAQMLHLHGTGIQV---------------- 
EphA7.h     AIEEGYRLPAPMDCPAGLHQLMLDCWQKERAERPKFEQIVGILDKMIRNPNSLKTPLGTCSRPISPLLD-------------QNTPDFTTFCSVGEWLQAIKMERYKDNFTAAGYNSLESVARMTIE-DVMSLGIT------------------LVGHQKK-IMSSIQTMRAQMLHLHGTGIQV---------------- 
6679659.m   AVEEGYRLPSPMDCPAALYQLMLDCWQKDRNSRPKFDEIVNMLDKLIRNPSSLKTLVNASSRVSTLLAE-------------HGSLGSGAYRSVGEWLEAIKMGRYTEIFMENGYSSMDAVAQVTLE-DLRRLGVT------------------LVGHQKKKIMSSLQEMKVQMVNGM---VPV---------------- 
EphA5.h     AVEEGYRLPSPMDCPAALYQLMLDCWQKERNSRPKFDEIVNMLDKLIRNPSSLKTLVNASCRVSNLLAE-------------HSPLGSGAYRSVGEWLEAIKMGRYTEIFMENGYSSMDAVAQVTLE-DLRRLGVT------------------LVGHQKK-IMNSLQEMKVQLVNGM---VPL---------------- 
34876735.m  AVEEGYRLPSPMDCPAALYQLMLDCWQKDRNSRPKFDDIVNMLDKLIRNPSSLKTLVNASSRVSTLLAE-------------HGSLGSGAYRSVGEWLEAIKMGRYTEIFMENGYSSMDAVAQVTLE------------------------------------------------------------------------- 
13928766.m  AVDEGYRLPLPMDCPAALYQLMLDCWQKDRNNRPKFEQIVSILDKLIRNPGSLKIITSAAARPSNLLLD-------------QSNVDIATFHTTGDWLNGMRTAHCKEIFTGVEYSSCDTIAKISTD-DMKKVGVT------------------VVGPQKK-IISSIKALETQSKNGP---VPV---------------- 
34867401.m  AVDEGYRLPPPMDCPAALYQLMLDCWQKDRNNRPKFEQIVSILDKLIRNPGSLKIITSAAARPSNLLLD-------------QSNVDIATFHTTGDWLNGMRTAHCKEIFTGVEYSSCDTIAKISTD-DMKKVGVT------------------VVGPQKK-IISSIKALETQSKNGP---VPV---------------- 
31982448.m  AVDEGYRLPPPMDCPAALYQLMLDCWQKDRNNRPKFEQIVSILDKLIRNPGSLKIITSAAARPSNLLLD-------------QSNVDIATFHTTGDWLNGMRTAHCKEIFTGVEYSSCDTIAKISTD-DMKKVGVT------------------VVGPQKK-IISTIKALETQSKNGP---VPV---------------- 
EphA3.h     AVDEGYRLPPPMDCPAALYQLMLDCWQKDRNNRPKFEQIVSILDKLIRNPGSLKIITSAAARPSNLLLD-------------QSNVDISTFRTTGDWLNGVRTAHCKEIFTGVEYSSCDTIAKISTD-DMKKVGVT------------------VVGPQKK-IISSIKALETQSKNGP---VPV---------------- 
20893175.m  SIEEGYRLPAPMGCPPSLHQLMLHCWQKERNHRPKFTDIVSFLDKLIRNPSALHTLVEDILVMPESPGD---------------VPEYPLFVTVGDWLDSIKMGQYKSNFMAAGFTTFDLISRMSID-DIRRIGVI------------------LIGHQRR-IVSSIQTLRLHMMHIQEKGFHV---------------- 
6679661.m   SIEEGYRLPAPMGCPPSLQQLMLHCWQKERNHRPKFTDIVSFLDKLIRNPSALHTLVEDILVMPESPGD---------------VPEYPLFVTVGDWLDSIKMGQYKSNFMAAGFTTFDLISRMSID-DIRRIGVI------------------LIGHQRR-IVSSIQTLRLHMMHIQEKGFHV---------------- 
EphA6.h     SIEEGYRLPAPMGCPASLHQLMLHCWQKERNHRPKFTDIVSFLDKLIRNPSALHTLVEDILVMPESPGE---------------VPEYPLFVTVGDWLDSIKMGQYKNNFVAAGFTTFDLISRMSIE-DIRRIGVI------------------LIGHQRR-IVSSIQTLRLHMMHIQEKGFHV---------------- 
34867994.m  SIEEGYRLPAPMGCPPSLHQLMLHCWQKERNHRPKFTDIVSFLDKLIRNPSALHTLVEDILVMPESPGD---------------VPEYPLFVTVGDWLDSIKMGQYKSNFMAAGFTTFDLISRMSID-DIRRIGVI------------------LIGHQRR-IVSSIQTLRLHMMHIQEKGFHV---------------- 
34871174.m  -----------------LHRLMLECWQKDPGERPRFSQIHSILSKMGQEPEPSKCASTTCLRPPTPLADRAFS-------------AFPSFGSVGAWLEALDLCRYKDNFSAAGYGSLEAVTEMTAQ-DLGSLGIS-------------------SAEHREALLSGISALQTRVLQLQDPTPFPTLLPGHLTELSDCRNT 
EphA10.h    AVEDGFRLPPPRNCPNLLHRLMLDCWQKDPGERPRFSQIHSILSKMVQDPEPPKCALTTCPRPPTPLADRAFS-------------TFPSFGSVGAWLEALDLCRYKDSFAAAGYGSLEAVAEMTAQRDLVSLGIS-------------------LAEHREALLSGISALQARVLQLQG--------------------- 
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